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Cross-Reference to Related Applications 
[0001] The present application is a continuation of and claims priority under 35 U.S.C. 
§ 120 to U.S. Patent Application No. 10/084,205, filed February 28, 2002, which is a 
continuation-in-part of and claims priority under 35 U.S.C. §120 to International 
Application No. PCT7US00/23773, filed August 31, 2000 (published by the International 
Bureau in the English language on March 8, 2001 as International Publication No. WO 
01/16292A2), which claims benefit under 35 U.S.C. § 1 19(e) to U.S. Provisional 
Application No. 60/151,933, filed September 1, 1999, each of which is hereby 
incorporated by reference in its entirety. 

Field of the Invention 

[00021 The present invention relates to novel Staphylococcus aureus genes (S. aureus) 
nucleic acids and polypeptides. Also provided are vectors, host cells and recombinant or 
synthetic methods for producing the same. Further provided are diagnostic methods for 
detecting S. aureus using probes, primers, and antibodies to the S. aureus nucleic acids 
and polypeptides of the present invention. The invention further relates to screening 
methods for identifying agonists and antagonists of S. aureus polypeptide activity and to 
vaccines using S. aureus nucleic acids and polypeptides and to therapeutics using agonists 
and/or antagonists of the invention. 

Background of the Invention 
[0003] The genus Staphylococcus includes at least 20 distinct species. (For a review 
see Novick, R. P., The Staphylococcus as a Molecular Genetic System in MOLECULAR 
BIOLOGY OF THE STAPHYLOCOCCI, 1-37 (R. Novick, Ed., VCH Publishers, New 
York (1990)). Species differ from one another by 80% or more, by hybridization kinetics, 
whereas strains within a species are at least 90% identical by the same measure. 
[0004] The species S. aureus, a gram-positive, facultatively aerobic, clump-forming 
cocci, is among the most important etiological agents of bacterial infection in humans, as 
discussed briefly below. 
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Human Health and S. aureus 

[0005] Staphylococcus aureus is a ubiquitous pathogen. See, e.g., Mims et al., 
MEDICAL MICROBIOLOGY (Mosby-Year Book Europe Limited, London, UK 1993). 
It is an etiological agent of a variety of conditions, ranging in severity from mild to fatal. 
A few of the more common conditions caused by S. aureus infection are burns, cellulitis, 
eyelid infections, food poisoning, joint infections, neonatal conjunctivitis, osteomyelitis, 
skin infections, surgical wound infection, scalded skin syndrome and toxic shock 
syndrome, some of which are described further below. 

[0006] Burns: Burn wounds generally are sterile initially. However, they generally 
compromise physical and immune barriers to infection, cause loss of fluid and electrolytes 
and result in local or general physiological dysfunction. After cooling, contact with viable 
bacteria results in mixed colonization at the injury site. Infection may be restricted to the 
non-viable debris on the bum surface ("eschar"), it may progress into full skin infection 
and invade viable tissue below the eschar and it may reach below the skin, enter the 
lymphatic and blood circulation and develop into septicemia. S. aureus is among the most 
important pathogens typically found in burn wound infections. It can destroy granulation 
tissue and produce severe septicemia. 

[0007] Cellulitis: Cellulitis, an acute infection of the skin that expands from a 
typically superficial origin to spread below the cutaneous layer, most commonly is caused 
by S. aureus in conjunction with S. pyrogenes. Cellulitis can lead to systemic infection. 
In fact, cellulitis can be one aspect of synergistic bacterial gangrene. This condition 
typically is caused by a mixture of S. aureus and microaerophilic Streptococci, It causes 
necrosis and treatment is limited to excision of the necrotic tissue. The condition often is 
fatal. 

[0008] Eyelid infections: S. aureus is the cause of styes and of "sticky eye" in 
neonates, among other eye infections. Typically such infections are limited to the surface 
of the eye, and may occasionally penetrate the surface with more severe consequences. 
[0009] Food poisoning: Some strains of S. aureus produce one or more of five 
serologically distinct, heat and acid stable enterotoxins that are not destroyed by digestive 
process of the stomach and small intestine (enterotoxins A-E). Ingestion of the toxin, in 
sufficient quantities, typically results in severe vomiting, but not diarrhea. The effect does 



2 



not require viable bacteria. Although the toxins are known, their mechanism of action is 
not understood. 

[0010] Joint infections: S. aureus infects bone joints causing diseases such 
osteomyelitis. See, e.g., R. Cunningham et al., (1996) J. Med. Microbiol. 44:157-164. 
[0011] Osteomyelitis: S. aureus is the most common causative agent of 
haematogenous osteomyelitis. The disease tends to occur in children and adolescents 
more than adults and it is associated with non-penetrating injuries to bones. Infection 
typically occurs in the long end of growing bone, hence its occurrence in physically 
immature populations. Most often, infection is localized in the vicinity of sprouting 
capillary loops adjacent to epiphysis growth plates in the end of long, growing bones. 
[0012] Skin infections: S. aureus is the most common pathogen of such minor skin 
infections as abscesses and boils. Such infections often are resolved by normal host 
response mechanisms, but they also can develop into severe internal infections. Recurrent 
infections of the nasal passages plague nasal carriers of S. aureus. 

[0013] Surgical Wound Infections: Surgical wounds often penetrate far into the body. 
Infection of such wound thus poses a grave risk to the patient. S. aureus is the most 
important causative agent of infections in surgical wounds. S. aureus is unusually adept at 
invading surgical wounds; sutured wounds can be infected by far fewer S. aureus cells 
then are necessary to cause infection in normal skin. Invasion of surgical wound can lead 
to severe S. aureus septicemia. Invasion of the blood stream by S. aureus can lead to 
seeding and infection of internal organs, particularly heart valves and bone, causing 
systemic diseases, such as endocarditis and osteomyelitis. 

[0014] Scalded Skin Syndrome: S. aureus is responsible for "scalded skin syndrome" 
(also called toxic epidermal necrosis, Ritter's disease and Lyell ? s disease). This diseases 
occurs in older children, typically in outbreaks caused by flowering of S. aureus strains 
produce exfoliation(also called scalded skin syndrome toxin). Although the bacteria 
initially may infect only a minor lesion, the toxin destroys intercellular connections, 
spreads epidermal layers and allows the infection to penetrate the outer layer of the skin, 
producing the desquamation that typifies the diseases. Shedding of the outer layer of skin 
generally reveals normal skin below, but fluid lost in the process can produce severe injury 
in young children if it is not treated properly. 

[0015] Toxic Shock Syndrome: Toxic shock syndrome is caused by strains of S. 
aureus that produce the so-called toxic shock syndrome toxin. The disease can be caused 
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by S. aureus infection at any site, but it is too often erroneously viewed exclusively as a 
disease solely of women who use tampons. The disease involves toxemia and septicemia, 
and can be fatal. 

[0016] Nosocomial Infections: In the 1984 National Nosocomial Infection 
Surveillance Study ("NNIS") S. aureus was the most prevalent agent of surgical wound 
infections in many hospital services, including medicine, surgery, obstetrics, pediatrics 
and newborns. 

[0017] Other Infections: Other types of infections, risk factors, etc. involving S. 
aureus are discussed in: A. Trilla (1995) J. Chemotherapy 3:37-43; F. Espersen (1995) J. 
Chemotherapy 3:11-17; D.E. Craven (1995) J. Chemotherapy 3:19-28; J.D. Breen et al. 
(1995) Infect. Dis. Clin. North Am. 9(1): 11-24 (each incorporated herein in their 
entireties). 

Resistance to drugs of S. aureus strains 

[0018] Prior to the introduction of penicillin the prognosis for patients seriously 
infected with S. aureus was unfavorable. Following the introduction of penicillin in the 
early 1940s even the worst S. aureus infections generally could be treated successfully. 
The emergence of penicillin-resistant strains of S. aureus did not take long, however. 
Most strains of S. aureus encountered in hospital infections today do not respond to 
penicillin; although, fortunately, this is not the case for S. aureus encountered in 
community infections. It is well known now that penicillin-resistant strains of S. aureus 
produce a lactamase, which converts penicillin to pencillinoic acid, and thereby destroys 
antibiotic activity. Furthermore, the lactamase gene often is propagated episomally, 
typically on a plasmid, and often is only one of several genes on an episomal element that, 
together, confer multidrug resistance. 

[0019] Methicillins, introduced in the 1960s, largely overcame the problem of 
penicillin resistance in S. aureus. These compounds conserve the portions of penicillin 
responsible for antibiotic activity and modify or alter other portions that make penicillin a 
good substrate for inactivating lactamases. However, methicillin resistance has emerged 
in S. aureus, along with resistance to many other antibiotics effective against this 
organism, including aminoglycosides, tetracycline, chloramphenicol, macrolides and 
lincosamides. In fact, methicillin-resistant strains of S. aureus generally are multiply drug 
resistant. 
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[0020] Methicillian-resistant S. aureus (MRSA) has become one of the most important 
nosocomial pathogens worldwide and poses serious infection control problems. Today, 
many strains are multiresistant against virtually all antibiotics with the exception of 
vancomycin-type glycopeptide antibiotics. 

[0021] Recent reports that transfer of vancomycin resistance genes from enterococci to 
S. aureus has been observed in the laboratory sustain the fear that MRSA might become 
resistant against vancomycin, too, a situation generally considered to result in a public 
health disaster. MRSA owe their resistance against virtually all p-lactam antibiotics to the 
expression of an extra penicillin binding protein (PBP) 2a, encoded by the mecA gene. 
This additional very low affinity PBP, which is found exclusively in resistant strains, 
appears to be the only pbp still functioning in cell wall peptidoglycan synthesis at p- 
lactam concentrations high enough to saturate the normal set of S. aureus PBP 1-4. In 
1983 it was shown by insertion mutagenesis using transposon Tn551 that several 
additional genes independent of mecA are needed to sustain the high level of methicillin 
resistance of MRSA. Interruption of these genes did not influence the resistance level by 
interfering with PBP2a expression, and were therefore called fern (factor essential for 
expression of methicillin resistance) or aux (auxiliary genes). 

[0022] In the meantime six fern genes (femA- through F) have been described and the 
minimal number of additional aux genes has been estimated to be more than 10. 
Interference with femA and femB results in a strong reduction of methicillin resistance, 
back to sensitivity of strains without PBP2a. The fern genes are involved in specific steps 
of cell wall synthesis. Consequently, inactivation of fern encoded factors induce (3-lactam 
hypersensitivity in already sensitive strains. Both femA and femB have been shown to be 
involved in peptidoglycan pentaglycine interpeptide bridge formation. FemA is 
responsible for the formation of glycines 2 and 3, and FemB is responsible for formation 
of glycines 4 and 5. S. aureus may be involved in the formation of a mono glycine 
muropeptide precursors. FemC-F influence amidation of the iso-D-glutamic acid residue 
of the peptidoglycan stem peptide, formation of a minor muropeptide with L-alanine 
instead of glycine at position 1 of the interpeptide bridge, perform a yet unknown function, 
or are involved in an early step of peptidoglycan precursors biosynthesis (addition of L- 
lysine), respectively. 
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Summary of the Invention 
[0023] The present invention provides isolated S. aureus polynucleotides and 
polypeptides shown in Table 1 and SEQ ID NO:l through SEQ ID NO:74. Polynucleotide 
sequences are shown as the odd numbered SEQ ID NOs (e.g., SEQ ID NO:l, SEQ ID 
NO:3, SEQ ID NO:5, and so on up to SEQ ID NO:73). The polypeptide sequences are 
shown as the even numbered SEQ ID NOs (e.g., SEQ ID NO:2, SEQ ID NO:4, SEQ ID 
NO:6, and so on up to SEQ ID NO:74). One aspect of the invention provides isolated 
nucleic acid molecules comprising or alternatively, consisting of, polynucleotides having a 
nucleotide sequence selected from the group consisting of: (a) a nucleotide sequence 
shown in Table 1 ; (b) a nucleotide sequence encoding any of the amino acid sequences of 
the polypeptides shown in Table 1; (c) a nucleotide sequence encoding an antigenic 
fragment of any of the polypeptides shown in Table 1; (d) a nucleotide sequence encoding 
a biologically active fragment of any of the polypeptides shown in Table 1; and (e) a 
nucleotide sequence complementary to any of the nucleotide sequences in (a), (b), (c) 
and/or (d). The invention further provides for fragments of the nucleic acid molecules of 
(a), (b), (c), (d) and/or (e) above. 

[0024] Further embodiments of the invention include isolated nucleic acid molecules 
that comprise or alternatively, consist of, a polynucleotide having a nucleotide sequence at 
least 90% identical, and more preferably at least 95%, 96%, 97%, 98%, 99% or 100% 
identical, to any of the nucleotide sequences in (a), (b), (c), (d), or (e) above, or a 
polynucleotide which hybridizes under stringent hybridization conditions to a 
polynucleotide in (a), (b), (c), (d) or (e) above. Additional nucleic acid embodiments of 
the invention relate to isolated nucleic acid molecules comprising polynucleotides which 
encode the amino acid sequences of epitope-bearing portions of a S. aureus polypeptide 
having an amino acid sequence in Table 1 , and including but not limited to those epitope- 
bearing portions shown in Table 4. 

[0025] The present invention also relates to recombinant vectors, which include the 
isolated nucleic acid molecules of the present invention, and to host cells containing the 
recombinant vectors, as well as to methods of making such vectors and host cells. The 
present invention further relates to the use of these vectors in the production of S. aureus 
polypeptides or peptides by recombinant techniques. 

[0026] The invention further provides isolated S. aureus polypeptides having an amino 
acid sequence selected from the group consisting of an amino acid sequence described in 
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(a), (b), (c), (d), or (e) above, any of the polypeptides described in Table 1 or the 
complement thereof, and/or fragments thereof 

[0027] The polypeptides of the present invention also include polypeptides having an 
amino acid sequence with at least 70% similarity, and more preferably at least 75%, 80%, 
85%, 90%, 95%, 96%, 97%, 98%, 99%, or 100% similarity to those described in Table 1, 
as well as polypeptides having an amino acid sequence at least 70% identical, more 
preferably at least 75% identical, and still more preferably 80%, 85%, 90%, 95%, 96%, 
97%, 98%, or 99% identical to those above; as well as isolated nucleic acid molecules 
encoding such polypeptides. 

[0028] The present invention provides antagonists of the polypeptides of the invention 
(e.g., including but not limited to antibodies to the polypeptides of the invention, small 
molecule inhibitors of the polypeptides of the invention) as therapeutic treatment in a S. 
aureus mediated disease. 

[0029] The present invention further provides methods for the identification of 
antagonists of the polypeptides of the invention (e.g., including but not limited to, for 
example, small molecule inhibitors of the polypeptides of the invention) using 
polypeptides of the invention in screening assays. 

[0030] The present invention further provides a vaccine, preferably a multi-component 
vaccine comprising one or more of the S. aureus polynucleotides or polypeptides 
described in Table 1, or fragments thereof, together with a pharmaceutically acceptable 
diluent, carrier, or excipient, wherein the S. aureus polypeptide(s) are present in an amount 
effective to elicit an immune response to members of the Staphylococcus genus, or at least 
S. aureus, in an animal. The S. aureus polypeptides of the present invention may further 
be combined with one or more immunogens of one or more other staphylococcal or 
non-staphylococcal organisms to produce a multi-component vaccine intended to elicit an 
immunological response against members of the Staphylococcus genus and, optionally, 
one or more non-staphylococcal organisms. 

[0031] The vaccines of the present invention can be administered in a DNA form, e.g., 
"naked" DNA, wherein the DNA encodes one or more staphylococcal polypeptides and, 
optionally, one or more polypeptides of a non-staphylococcal organism. The DNA 
encoding one or more polypeptides may be constructed such that these polypeptides are 
expressed as fusion proteins. 
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[0032] The vaccines of the present invention may also be administered as a component 
of a genetically engineered organism or host cell. Thus, a genetically engineered organism 
or host cell which expresses one or more S. aureus polypeptides may be administered to 
an animal. For example, such a genetically engineered organism or host cell may contain 
one or more S. aureus polypeptides of the present invention intracellularly, on its cell 
surface, or in its periplasmic space. Further, such a genetically engineered organism or 
host cell may secrete one or more S. aureus polypeptides. The vaccines of the present 
invention may also be co-administered to an animal with an immune system modulator 
{e.g., CD86 and GM-CSF). 

[0033] The invention also provides a method of inducing an immunological response 
in an animal to one or more members of the Staphylococcus genus, preferably one or more 
isolates of the S. aureus species, comprising administering to the animal a vaccine as 
described above. 

[0034] The invention further provides a method of inducing a protective immune 
response in an animal, sufficient to prevent, attenuate, or control an infection by members 
of the Staphylococcus genus, preferably at least S. aureus species, comprising 
administering to the animal a composition comprising one or more of the polynucleotides 
or polypeptides described in Table 1, or fragments thereof (e.g., including, but not limited 
to, fragments which comprise the epitopes shown in Table 4). Further, these polypeptides, 
or fragments thereof, may be conjugated to another immunogen and/or administered in 
admixture with an adjuvant. 

[0035] The invention further relates to antibodies elicited in an animal by the 
administration of one or more S. aureus polypeptides of the present invention and to 
methods for producing such antibodies and fragments thereof. The invention further 
relates to recombinant antibodies and fragments thereof and to methods for producing 
such antibodies and fragments thereof. 

[0036] The invention also provides diagnostic methods for detecting the expression of 
the polynucleotides and polypeptides of Table 1 by members of the Staphylococcus genus 
in a biological or environmental sample. One such method involves assaying for the 
expression of a polynucleotide encoding S. aureus polypeptides in a sample from an 
animal. This expression may be assayed either directly (e.g., by assaying polypeptide 
levels using antibodies elicited in response to amino acid sequences described in Table 1) 
or indirectly (e.g., by assaying for antibodies having specificity for amino acid sequences 
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described in Table 1). The expression of polynucleotides can also be assayed by detecting 
the nucleic acids of Table 1 . An example of such a method involves the use of the 
polymerase chain reaction (PCR) to amplify and detect Staphylococcus nucleic acid 
sequences in a biological or environmental sample. 

[0037] The invention also includes a kit for analyzing samples for the presence of 
members of the Staphylococcus genus in a biological or environmental sample. In a 
general embodiment, the kit includes at least one polynucleotide probe containing a 
nucleotide sequence that will specifically hybridize with a S. aureus nucleic acid molecule 
of Table 1 and a suitable container. In a specific embodiment, the kit includes two 
polynucleotide probes defining an internal region of the S. aureus nucleic acid molecule of 
Table 1, where each probe has one strand containing a 31'mer-end internal to the region. 
In a further embodiment, the probes may be useful as primers for polymerase chain 
reaction amplification. 

[0038] The present invention also relates to nucleic acid probes having all or part of a 
nucleotide sequence described in Table 1 which are capable of hybridizing under stringent 
conditions to Staphylococcus nucleic acids. The invention further relates to a method of 
detecting one or more Staphylococcus nucleic acids in a biological sample obtained from 
an animal, said one or more nucleic acids encoding Staphylococcus polypeptides, 
comprising: (a) contacting the sample with one or more of the above-described nucleic 
acid probes, under conditions such that hybridization occurs, and (b) detecting 
hybridization of said one or more probes to the Staphylococcus nucleic acid present in the 
biological sample. 

[0039] By "biological sample" is intended any biological sample obtained from an 
individual, body fluid, cell line, tissue culture, or other source which contains S. aureus 
polypeptides or polynucleotides of the invention. As indicated, biological samples include 
body fluids (such as semen, lymph, sera, plasma, urine, synovial fluid and spinal fluid) 
which contain the S. aureus polypeptides or polynucleotides of the invention, and tissue 
sources found to contain the expressed S. aureus polypeptides shown in Table 1 . Methods 
for obtaining tissue biopsies and body fluids from mammals are well-known in the art. 
Where the biological sample is to include mRNA, a tissue biopsy is the preferred source. 
[0040] The method(s) provided above may preferrably be applied in a diagnostic 
method and/or kits in which S. aureus polynucleotides and/or polypeptides of the 
invention are attached to a solid support. In one exemplary method, the support may be a 
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"gene chip" or a "biological chip" as described in US Patents 5,837,832, 5,874,219, and 
5,856,174. Further, such a gene chip with S. aureus polynucleotides of Table 1 attached 
may be used to diagnose S. aureus infection in a mammal, preferably a human. The US 
Patents referenced above are incorporated herein by reference in their entirety. 

Detailed Description 

[0041] The present invention relates to recombinant S. aureus polypeptides and 
fragments thereof. The invention also relates to methods for using these polypeptides to 
produce immunological responses and to confer immunological protection to disease 
caused by members of the genus Staphylococcus. The invention further relates to nucleic 
acid sequences which encode antigenic S. aureus polypeptides and to methods for 
detecting Staphylococcus nucleic acids and polypeptides in biological samples. The 
invention also relates to Staphylococcus specific antibodies and methods for detecting 
such antibodies produced in a host animal. The invention relates to antagonists of 
polypeptides of the invention, including but not limited to antibodies and small molecule 
inhibitors. The invention further relates to methods of identifying and isolating 
antagonists of polypeptides of the invention. 

Definitions 

[0042] The following definitions are provided to clarify the subject matter which the 
inventors consider to be the present invention. 

[0043] As used herein, the phrase "pathogenic agent" means an agent which causes a 
disease state or affliction in an animal. Included within this definition, for examples, are 
bacteria, protozoans, fungi, viruses and metazoan parasites which either produce a disease 
state or render an animal infected with such an organism susceptible to a disease state 
(e.g., a secondary infection). Further included are species and strains of the genus 
Staphylococcus which produce disease states in animals. 

[0044] As used herein, the term "organism" means any living biological system, 
including viruses, regardless of whether it is a pathogenic agent. 

[0045] As used herein, the term "Staphylococcus" means any species or strain of 
bacteria which is a member of the genus Staphylococcus regardless of whether it is a 
known pathogenic agent. 
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[0046] As used herein, the phrase "one or more S. aureus polypeptides of the present 
invention" means the amino acid sequence of one or more of the S. aureus polypeptides 
disclosed in Table 1 . These polypeptides may be expressed as fusion proteins wherein the 
S. aureus polypeptides of the present invention are linked to additional amino acid 
sequences which may be of Staphylococcal or non-Staphylococcal origin (e.g. His tagged 
fusion proteins). This phrase further includes fragments of the S. aureus polypeptides of 
the present invention. 

[0047] As used herein, the phrase "full-length amino acid sequence" and "full-length 
polypeptide" refer to an amino acid sequence or polypeptide encoded by a full-length open 
reading frame (ORF). For purposes of the present invention, polynucleotide ORFs in 
Table 1 are defined by the corresponding polypeptide sequences of Table 1 encoded by 
said polynucleotide. Therefore, a polynucleotide ORF is defined at the 5 5 end by the first 
base coding for the initiation codon of the corresponding polypeptide sequence of Table 1 
and is defined at the 3' end by the last base of the last codon of said polypeptide sequence. 
As is well-known in the art, initiation codons for bacterial species may include, but are not 
limited to, those encoding Methionine, Valine, or Leucine. As discussed below for 
polynucleotide fragments, the ORFs of the present invention may be claimed by a 5' and 
V position of a polynucleotide sequence of the present invention wherein the first base of 
said sequence is position 1 . 

[0048] As used herein, the phrase "truncated amino acid sequence" and "truncated 
polypeptide" refer to a sub-sequence of a full-length amino acid sequence or polypeptide. 
Several criteria may also be used to define the truncated amino acid sequence or 
polypeptide. For example, a truncated polypeptide may be defined as a mature 
polypeptide {e.g., a polypeptide which lacks a leader sequence). A truncated polypeptide 
may also be defined as an amino acid sequence which is a portion of a longer sequence 
that has been selected for ease of expression in a heterologous system but retains regions 
which render the polypeptide useful for use in vaccines (e.g., antigenic regions which are 
expected to elicit a protective immune response). 

[0049] Additional definitions are provided throughout the specification. 
Explanation of Table 1 

[0050] Table 1 lists the full-length S. aureus polynucleotide and polypeptide 
sequences of the present invention and their associated SEQ ID NOs. Each polynucleotide 

11 



and polypeptide sequence is preceeded by a gene identifier. Each polynucleotide sequence 
is followed by at least one polypeptide sequence encoded by said polynucleotide. For 
some of the sequences of Table 1, a known biological activity and the name of the 
homolog with similar activity is listed after the gene sequence identifier. 

Explanation of Table 2 

[0051] Table 2 lists accession numbers for the closest matching sequences between the 
polypeptides of the present invention and those available through GenBank and GeneSeq 
databases. These reference numbers are the database entry numbers commonly used by 
those of skill in the art, who will be familar with their denominations. The descriptions of 
the nomenclature for GenBank are available from the National Center for Biotechnology 

Information. Column 1 lists the polynucleotide sequence of the present invention. 
Column 2 lists the accession number of a "match" gene sequence in GenBank or GeneSeq 
databases. Column 3 lists the description of the "match" gene sequence. Columns 4 and 5 

are the high score and smallest sum probability, respectively, calculated by BLAST. 
Polypeptides of the present invention that do not share significant identity/similarity with 

any polypeptide sequences of GenBank and GeneSeq are not represented in Table 2. 
Polypeptides of the present invention that share significant identity/similarity with more 
than one of the polypeptides of GenBank and GeneSeq may be represented more than 

once. 

Explanation of Table 3. 

[0052] The S. aureus polypeptides of the present invention may include one or more 
conservative amino acid substitutions from natural mutations or human manipulation as 
indicated in Table 3. Changes are preferably of a minor nature, such as conservative 
amino acid substitutions that do not significantly affect the folding or activity of the 
protein. Residues from the following groups, as indicated in Table 3, may be substituted 
for one another: Aromatic, Hydrophobic, Polar, Basic, Acidic, and Small, 

Explanation of Table 4 
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[0053] Table 4 lists residues comprising antigenic epitopes of antigenic epitope- 
bearing fragments present in each of the full-length S. aureus polypeptides described in 
Table 1 as predicted by the inventors using the algorithm of Jameson and Wolf, (1988) 
Comp. Appl. Biosci. 4:181-186. The Jameson- Wolf antigenic analysis was performed 
using the computer program PROTEAN (Version 3.11 for the Power Macintosh, 
DNASTAR, Inc., 1228 South Park Street Madison, WI). S. aureus polypeptides shown in 
Table 1 may possess one or more antigenic epitopes comprising residues described in 
Table 4. It will be appreciated that depending on the analytical criteria used to predict 
antigenic determinants, the exact address of the determinant may vary slightly. The 
residues and locations shown described in Table 4 correspond to the amino acid sequences 
for each full-length polypeptide sequence shown in Table 1 and in the Sequence Listing. 
Polypeptides of the present invention that do not have antigenic epitopes recognized by the 
Jameson- Wolf algorithm are not represented in Table 2. 

Nucleic Acid Molecules 

[0054] Sequenced S. aureus genomic DNA was obtained from the S. aureus strain 
ISP3. S. aureus strain ISP3, has been deposited at the American Type Culture Collection, 
as a convenience to those of skill in the art. The S. aureus strain ISP3 was deposited on 7 
April 1998 at the ATCC, 10801 University Blvd. Manassas, VA 20110-2209, and given 
accession number 202108. As discussed elsewhere herein, polynucleotides of the present 
invention readily may be obtained by routine application of well-known and standard 
procedures for cloning and sequencing DNA. A wide variety of S. aureus strains can be 
used to prepare S. aureus genomic DNA for cloning and for obtaining polynucleotides and 
polypeptides of the present invention. A wide variety of S. aureus strains are available to 
the public from recognized depository institutions, such as the American Type Culture 
Collection (ATCC). It is recognized that minor variations is the nucleic acid and amino 
acid sequence may be expected from S. aureus strain to strain. The present invention 
provides for genes, including both polynucleotides and polypeptides, of the present 
invention from all the S. aureus strains. 

[0055] Unless otherwise indicated, all nucleotide sequences determined by sequencing 
a DNA molecule herein were determined using an automated DNA sequencer (such as the 
Model 373 from Applied Biosystems, Inc., Foster City, CA), and all amino acid sequences 
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of polypeptides encoded by DNA molecules determined herein were predicted by 
translation of a DNA sequence determined as above. Therefore, as is known in the art for 
any DNA sequence determined by this automated approach, any nucleotide sequence 
determined herein may contain some errors. Nucleotide sequences determined by 
automation are typically at least about 90% identical, more typically at least about 95% to 
at least about 99.9% identical to the actual nucleotide sequence of the sequenced DNA 
molecule. The actual sequence can be more precisely determined by other approaches 
including manual DNA sequencing methods well known in the art. By "nucleotide 
sequence" of a nucleic acid molecule or polynucleotide is intended to mean either a DNA 
or RNA sequence. Using the information provided herein, such as the nucleotide 
sequence in Table 1 , a nucleic acid molecule of the present invention encoding a S. aureus 
polypeptide may be obtained using standard cloning and screening procedures, such as 
those for cloning DNAs using genomic DNA as starting material. See, e.g., Sambrook et 
al. MOLECULAR CLONING: A LABORATORY MANUAL (Cold Spring Harbor, N.Y. 
2nd ed. 1989); Ausubel et al., CURRENT PROTOCOLS IN MOLECULAR BIOLOGY 
(John Wiley and Sons, N.Y. 1989). Illustrative of the invention, the nucleic acid molecule 
described in Table 1 was discovered in a DNA library derived from a S. aureus ISP3 
genomic DNA. 

[0056] Nucleic acid molecules of the present invention may be in the form of RNA, 
such as mRNA, or in the form of DNA, including, for instance, DNA and genomic DNA 
obtained by cloning or produced synthetically. The DNA may be double-stranded or 
single-stranded. Single-stranded DNA or RNA may be the coding strand, also known as 
the sense strand, or it may be the non-coding strand, also referred to as the anti-sense 
strand. 
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TABLE 1 . Nucleotide and Amino Acid Sequences of S. aureus Genes. 

>HGS010 murC (SEQ ID NO:l) 

ATGACACACTATCATTTTGTCGGAATTAAAGGTTCTGGCATGAGTTCATTAGCACAAATCATGCATGATTTAGGACATGA 
AGTTCAAGGATCGGATATTGAGAACTACGTATTTACAGAAGTTGCTCTTAGAAATAAGGGGATAAAAATATTACCATTTG 
ATGCTAATAACATAAAAGAAGATATGGTAGTTATACAAGGTAATGCATTCGCGAGTAGCCATGAAGAAATAGTACGTGCA 
CATCAATTGAAATTAGATGTTGTAAGTTATAATGATTTTTTAGGACAGATTATTGATCAATATACTTCAGTAGCTGTAAC 
T GGTG C AC ATGGT AAAAC TT CT AC AACAGGT TT AT TAT C AC ATGTT ATGAATGGTG AT AAAAAG ACTT C AT T T T T AATTG 
GTGATGGCACAGGTATGGGATTGCCTGAAAGTGATTATTTCGCTTTTGAGGCATGTGAATATAGACGTCACTTTTTAAGT 
TATAAACCTGATTACGCAATTATGACAAATATTGATTTCGATCATCCTGATTATTTTAAAGATATTAATGATGTTTTTGA 
TGCATTCCAAGAAATGGCACATAATGTTAAAAAAGGTATTATTGCTTGGGGTGATGATGAACATCTACGTAAAATTGAAG 
C AG ATGTT C CAATT T AT TAT T ATGGATTTAAAGATT CGGATGAC ATTT ATGCT C AAAAT AT T C AAAT TACGGATAAAGGT 
ACTGCTTTTGATGTGTATGTGGATGGTGAGTTTTATGATCACTTCCTGTCTCCACAATATGGTGACCATACAGTTTTAAA 
TGCATTAGCTGTAATTGCGATTAGTTATTTAGAGAAGCTAGATGTTACAAATATTAAAGAAGCATTAGAAACGTTTGGTG 
GTGTTAAACGTCGTTTCAATGAAACTACAATTGCAAATCAAGTTATTGTAGATGATTATGCACACCATCCAAGAGAAATT 
AGTGCTACAATTGAAACAGCACGAAAGAAATATCCACATAAAGAAGTTGTTGCAGTATTTCAACCACACACTTTCTCTAG 
AACACAGGCATTTTTAAATGAATTTGCAGAAAGTTTAAGTAAAGCAGATCGTGTATTCTTATGTGAAATTTTTGGATCAA 
TTAGAGAAAATACTGGCGCATTAACGATACAAGATTTAATTGATAAAATTGAAGGTGCATCGTTAATTAATGAAGATTCT 
ATTAATGTATTAGAACAATTTGATAATGCTGTTATTTTATTTATGGGTGCAGGTGATATTCAAAAATTACAAAATGCATA 
T TT AG AT AAATT AGG C ATG AAAAATG CGTT T T AAGCT T 

>HGS010 MurC (SEQ ID NO : 2 ) 

MTHYHFVGIKGSGMSSLAQIMHDLGHEVQGSDIENYVFTEVALRNKGIKILPFDANNIKEDMV 

VIQGNAFASSHEEIVRAHQLKliDWSYNDFLGQIIDQYTSVAVTGAHGKTSTTGLLSHVMNGDKKTSFLIGDGTG 

MGLPESDYFAFEACEYRRHFLSYKPDYAIMTNIDFDHPDYFKDINDVFDAFQEMAHNVKKGIIAWGDDEHLRKIE 

ADVPI YYYGFKDSDDIYAQNIQITDKGTAFDVYVDGEFYDHFLSPQYGDHTVLNALAVIAISYLEKLDVTNIKEA 

LETFGGVKRRFNETTIANQVIVDDYAHHPREISATIETARKKYPHKEWAVFQPHTFSRTQAFLNEFAESLSKAD 

RVFLCEIFGSIRENTGALTIQDLIDKIEGASLINEDSINVLEQFDNAVIIiFMGAGDIQKLQNAYLDKLGMKNAF 

>HGS027 Rfl (peptide chain release factorl) (SEQ ID NO: 3) 

ATGCATTTTGATCAATTAGATATTGTAGAAGAAAGATACGAACAGTTAAATGAACTGTTAAGTGACCCAGATGTTGTAAA 
TGATTCAGATAAATTACGTAAATATTCTAAAGAGCAAGCTGATTTACAAAAAACTGTAGATGTTTATCGTAACTATAAAG 
CT AAAAAAG AAGAATT AGC TGAT ATTG AAG AAATGT T AAGTGAGACT G ATGAT AAAGAAGAAGT AG AAATGTT AAAAGAG 
GAGAGT AATGGT ATT AAAGC TGAACT T C C AAAT CTTGAAGAAGAGCT TAAAAT ATTATTGAT T CC T AAAGATC CT AATGA 
TGACAAAGACGTTATTGTAGAAATAAGAGCAGCAGCAGGTGGTGATGAGGCTGCGATTTTTGCTGGTGATTTAATGCGTA 
TGTATTCAAAGTATGCTGAATCACAAGGATTCAAAACTGAAATAGTAGAAGCGTCTGAAAGTGACCATGGTGGTTACAAA 
GAAATTAGTTTCTCAGTTTCTGGTAATGGCGCGTATAGTAAATTGAAATTTGAAAATGGTGCGCACCGCGTTCAACGTGT 
GCCTGAAACAGAATCAGGTGGACGTATTCATACTTCAACAGCTACAGTGGCAGTTTTACCAGAAGTTGAAGATGTAGAAA 
TTGAAATTAGAAATGAAGATTTAAAAATCGACACGTATCGTTCAAGTGGTGCAGGTGGTCAGCACGTAAACACAACTGAC 
TCTGCAGTACGTATTACCCATTTACCAACTGGTGTCATTGCAACATCTTCTGAGAAGTCTCAAATTCAAAACCGTGAAAA 
AGCAATGAAAGTGTTAAAAGCACGTTTATACGATATGAAAGTTCAAGAAGAACAACAAAAGTATGCGTCACAACGTAAAT 
CAGCAGTCGGTACTGGTGATCGTTCAGAACGTATTCGAACTTATAATTATCCACAAAGCCGTGTAACAGACCATCGTATA 
GGTCTAACGCTTCAAAAATTAGGGCAAATTATGGAAGGCCATTTAGAAGAAATTATAGATGCACTGACTTTATCAGAGCA 
GACAGATAAATTGAAAGAACTTAATAATGGTGAA 

>HGS027 Rfl (peptide chain release factorl) (SEQ ID NO : 4 ) 
MHFDQLDIVEERYEQLNELLSDPDVVNDSDKXjRKYSKEQADLQK^ 

EMLKEESNGI KAELPNLEEELKILLI PKDPNDDKDVI VEIRAAAGGDEAAI FAGDLMRMYSKYAESQGFKTEI VE 
ASESDHGGYKEISFSVSGNGAYSKLKFENGAHRVQRVPETESGGRIHTSTATVAVLPEVEDVEIEIRNEDLKIDT 
YRSSGAGGQHVNTTDSAVRITHLPTGVIATSSEKSQIQNREKAMKVLKARLYDMKVQEEQQKYASQRKSAVGTGD 
RSERIRTYNYPQSRVTDHRIGLTLQKLGQIMEGHLEEI IDALTLSEQTDKLKELNNGE 

>HGS02 9 Rrf (ribosome recycling factor) (SEQ ID NO: 5) 

ATGGGGAGTGACATTATTAATGAAACTAAATCAAGAATGCAAAAATCAATCGAAAGCTTATCACGTGAATTAGCTAACAT 
C AGTG C AGG AAG AGCT AATT C AAATTT ATT AAACGGCGT AAC AGTTGATT ACT ATGG TG C AC C AAC AC CTGT AC AAC AAT 
TAGCAAGCATCAATGTTCCAGAAGCACGTTTACTTGTTATTTCTCCATACGACAAAACTTCTGTAGCTGACATCGAAAAA 
GCGATAATAGCAGCTAACTTAGGTGTTAACCCAACAAGTGATGGTGAAGTGATACGTATTGCTGTACCTGCCTTAACAGA 
AGAACGTAGAAAAGAGCGCGTTAAAGATGTTAAGAAAATTGGTGAAGAAGCTAAAGTATCTGTTCGAAATATTCGTCGTG 
AT ATG AATG AT C AGTT G AAAAAAGATG AAAAAAATGG C G AC AT TACT G AAGATG AGT TG AG AAGTGG C AC TG AAG ATGT T 
CAGAAAGCAACAGACAATTCAATAAAAGAAATTGATCAAATGATTGCTGATAAAGAAAAAGATATTATGTCAGTA 

>HGS029 Rrf (ribosome recycling factor) (SEQ ID NO : 6 ) 

MGSDIINETKSRMQKSIESLSRELANISAGRANSNLLNGVTVDYYGAPTPVQQLASINVPEARLLVISPYDKTSV 
ADIEKAIIAANLGWPTSDGEVIRIAVPALTEERRKERVKDVKKIGEEAKVSVRNIRRDMNDQLKKDEKNGDITE 
DELRSGTEDVQKATDNS I KEIDQMI ADKEKDIMSV 
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>HGS03 8 nusA (SEQ ID NO: 7) 

ATGGGGTCAAGTAATGAATTATTATTAGCTACTGAGTATTTAGAAAAAGAAAAGAAGATTCCTAGAGCAGTATTAATTGA 
TGCTATTGAAGCAGCTTTAATTACTGCATACAAAAAGAACTATGATAGTGCAAGAAATGTCCGTGTGGAATTAAATATGG 
ATCAAGGTACTTTCAAAGTTATCGCTCGTAAAGATGTTGTTGAAGAAGTATTTGACGACAGAGATGAAGTGGATTTAAGT 
ACAGCGCTTGTTAAAAACCCTGCATATGAAATTGGTGATATATACGAAGAAGATGTAACACCTAAAGATTTTGGTCGTGT 
AGGTGCTCAAGCAGCGAAACAAGCAGTAATGCAACGTCTTCGTGATGCTGAACGTGAAATTTTATTTGAAGAATTTATAG 
ACAAAGAAGAAGACATACTTACTGGAATTATTGACCGTGTTGACCATCGTTATGTATATGTGAATTTAGGTCGTATCGAA 
GCTGTTTTATCTGAAGCAGAAAGAAGTCCTAACGAAAAATATATTCCTAACGAACGTATCAAAGTATATGTTAACAAAGT 
GGAACAAACGACAAAAGGTCCTCAAATCTATGTTTCTCGTAGCCATCCAGGTTTATTAAAACGTTTATTTGAACAAGAAG 
TTCCAGAAATTTACGATGGTACTGTAATTGTTAAATCAGTAGCACGTGAAGCTGGCGATCGCTCTAAAATTAGTGTCTTC 
TCTGAAAACAATGATATAGATGCTGTTGGTGCATGTGTTGGTGCTAAAGGCGCACGTGTTGAAGCTGTTGTTGAAGAGCT 
AGGTGGTGAAAAAATCGACATCGTTCAATGGAATGAAGATCCAAAAGTATTTGTAAAAAATGCTTTAAGCCCTTCTCAAG 
TTTTAGAAGTTATTGTTGATGAAACAAATCAATCTACAGTAGTTGTTGTTCCTGATTATCAATTGTCATTAGCGATTGGT 
AAAAGAGGACAAAACGCACGTCTAGCTGCTAAATTAACCGGCTGGAAAATTGATATTAAATCAGAAACAGATGCGCGTGA 
AGCGGGTATCTATCCAGTAGTTGAAGCTGAAAAAGTAACTGAAGAAGATGTTGCTTTAGAAGATGCTGACACAACAGAAT 
CAAC CG AAG AGGT AAATG ATGTTT C AGT TG AAAC AAATGT AGAG AAAGAAT CT G AA 

>HGS038 NusA (SEQ ID NO : 8 ) 

MGSSNELL LAT E Y LE KE KK I P RAVL I DA I E AAL I T A Y KKN YD S ARNVRVE LNMDQ GT F KV I AR KD WE E V FDDRD 
EVDLSTALVKNPAYEIGDI YEEDVTPKDFGRVGAQAAKQAVMQRLRDAEREILFEEFIDKEEDILTGI IDRVDHR 
YVYVNLGRIEAVLSEAERS PNEKYIPNERIKVYVNKVEQTTKGPQI YVSRSHPGLLKRLFEQEVPEIYDGTVIVK 
S VARE AGD RS K I S V F S ENND I D AVGACVGAKG ARVE AWE E LGGE K I D I VQWNE D P KV FV KNAL S P S Q V L E V I VD 
ETNQSTWWPDYQLSLAIGKRGQNARLAAKLTGWKIDIKSETDAREAGIYPWEAEKVTEEDVALEDADTTEST 
EEVNDVSVETNVEKESE 

>HGS03 9 nusG (SEQ ID NO: 9) 

ATGGGATCTGAAGAAGTTGGCGCAAAGCGTTGGTATGCAGTGCATACATATTCTGGATATGAAAATAAAGTTAAAAAGAA 
TTT AGAAAAAAGAGT AG AAT C TATGAATATGACTGAACAAATCTTTAGAGT AGT CAT ACCGGAAGAAGAAG AAAC T C AAG 
TAAAAGATGGCAAAGCTAAAACGACTGTTAAAAAAACATTCCCTGGATATGTTTTAGTGGAATTAATCATGACAGATGAA 
TCATGGTATGTGGTAAGAAATACACCAGGCGTTACTGGTTTTGTAGGTTCTGCAGGTGCAGGGTCTAAGCCAAATCCATT 
GTTACCAGAAGAAGTTCGCTTCATCTTAAAACAAATGGGTCTTAAAGAAAAGACTATCGATGTTGAACTCGAAGTTGGCG 
AGCAAGTTCGTATTAAATCAGGTCCATTTGCGAATCAAGTTGGTGAAGTTCAAGAAATTGAAACAGATAAGTTTAAGCTA 
ACAGTATTAGTAGATATGTTTGGCCGAGAAACACCAGTAGAAGTTGAATTCGATCAAATTGAAAAGCTG 

>HGS039 NusG (SEQ ID NO: 10) 

MGSEEVGAKRWYAVHTYSGYENKVKKNLEKKVESMNMTEQIFRWIPEEEETQVKDGKAKTTVKKTFPGYVLVEL 
IMTDESWYWRNTPGVTGFVGSAGAGSKPNPLLPEEVRFILKQMGLKEKTIDVELEVGEQVRIKSGPFANQVGEV 
QE I ETDKFKLTVLVDMFGRETPVEVEFDQI EKL 

>HGS041 nadE (NH3 -Dependent NAD Synthetase) (SEQ ID NO: 11) 

ATGGGTAGTAAATTACAAGACGTTATTGTACAAGAAATGAAAGTGAAAAAGCGTATCGATAGTGCTGAAGAAATTATGGA 
ATT AAAGC AAT T T AT AAAAAAT T ATGT ACAAT C ACAT T CATTT ATAAAAT C T T T AGTGT T AGGT AT T T C AGGAGGAC AGG 
ATTCTACATTAGTTGGAAAACTAGTACAAATGTCTGTTAACGAATTACGTGAAGAAGGCATTGATTGTACGTTTATTGCA 
GTTAAATTACCTTATGGAGTTCAAAAAGATGCTGATGAAGTTGAGCAAGCTTTGCGATTCATTGAACCAGATGAAATAGT 
AACAGTCAATATTAAGCCTGCAGTTGATCAAAGTGTGCAATCATTAAAAGAAGCCGGTATTGTTCTTACAGATTTCCAAA 
AAGGAAATGAAAAAGCGCGTGAACGTATGAAAGTACAATTTTCAATTGCTTCAAACCGACAAGGTATTGTAGTAGGAACA 
GATCATTCAGCTGAAAATATAACTGGGTTTTATACGAAGTACGGTGATGGTGCTGCAGATATCGCACCTATATTTGGTTT 
GAATAAACGACAAGGTCGTCAATTATTAGCGTATCTTGGTGCGCCAAAGGAATTATATGAAAAAACGCCAACTGCTGATT 
TAGAAGATGATAAACCACAGCTTCCAGATGAAGATGCATTAGGTGTAACTTATGAGGCGATTGATAATTATTTAGAAGGT 
AAGCCAGTTACGCCAGAAGAACAAAAAGTAATTGAAAATCATTATATACGAAATGCACACAAACGTGAACTTGCATATAC 
AAGATACACGTGGCCAAAATCC 

>HGS041 NadE (NH3 -Dependent NAD Synthetase) (SEQ ID NO: 12) 

MG S KLQD V I VQ EM KVKKR I D S AE E I ME L KQ F I KN YVQ S H S F I KS LVLG I S GGQD S TL VG KL VQMS VNE L R E E G I D 
CTFIAVKLPYGVQKDADEVEQALRFIEPDEIVTVNIKPAVDQSVQSLKEAGIVLTDFQKGNEKARERMKVQFSIA 
SNRQGIWGTDHSAENITGFYTKYGDGAADIAPIFGLNKRQGRQLLAYLGAPKELYEKTPTADLEDDKPQLPDED 
ALGVTYEAIDNYLEGKPVTPEEQKVIENHYIRNAHKRELAYTRYTWPKS 

>HGS042 trxB (Thioredoxin Reductase) (SEQ ID NO: 13) 

ATGGGT AC TGAAAT AG ATT TTG AT AT AG C AAT TAT CGGTG CAGG T C C AG CTGGT AT G AC TGC TG C AG T AT ACG C AT C ACG 
TGCTAATTTAAAAACAGTTATGATTGAAAGAGGTATTCCAGGCGGTCAAATGGCTAATACAGAAGAAGTAGAGAACTTCC 
CTGGTTTCGAAATGATTACAGGTCCAGATTTATCTACAAAAATGTTTGAACACGCTAAAAAGTTTGGTGCAGTTTATCAA 
TATGGAGATATTAAATCTGTAGAAGATAAAGGCGAATATAAAGTGATTAACTTTGGTAATAAAGAATTAACAGCGAAAGC 
GGTTATTATTGCTACAGGTGCAGAATACAAGAAAATTGGTGTTCCGGGTGAACAAGAACTTGGTGGACGCGGTGTAAGTT 
ATTGTGCAGTATGTGATGGTGCATTCTTTAAAAATAAACGCCTATTCGTTATCGGTGGTGGTGATTCAGCAGTAGAAGAG 
GGAACATTCTTAACTAAATTTGCTGACAAAGTAACAATCGTTCACCGTCGTGATGAGTTACGTGCACAGCGTATTTTACA 
AGAT AG AG CAT T C AAAAATG AT AAAAT C G AC T TT ATT TGG AG T C AT ACTT TGAAAT C AATT AATG AAAAAG ACGGC AAAG 
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TGGGTTCTGTGACATTAACGTCTACAAAAGATGGTTCAGAAGAAACACACGAGGCTGATGGTGTATTCATCTATATTGGT 
ATGAAACCATTAACAGCGCCATTTAAAGACTTAGGTATTACAAATGATGTTGGTTATATTGTAACAAAAGATGATATGAC 
AACATCAGTACCAGGTATTTTTGCAGCAGGAGATGTTCGCGACAAAGGTTTACGCCAAATTGTCACTGCTACTGGCGATG 
GTAGTATTGCAGCGCAAAGTGCAGCGGAATATATTGAACATTTAAACGATCAAGCT 

>HGS042 TrxB (Thioredoxin Reductase) (SEQ ID NO: 14) 

MGTEIDFDIAI IGAGPAGMTAAVYASRANLKTVMIERGI PGGQMANTEEVENFPGFEMITGPDLSTKMFEHAKKF 
GAVYQYGDIKSVEDKGEYKVINFGNKELTAKAVI IATGAEYKKIGVPGEQELGGRGVSYCAVCDGAFFKNKRLFV 
IGGGDSAVEEGTFLTKFADKVTIVHRRDELRAQRILQDRAFKNDKIDFIWSHTLKSINEKDGKVGSVTLTSTKDG 
SEETHEADGVFIYIGMKPLTAPFKDLGITNDVGYIVTKDDMTTSVPGIFAAGDVRDKGLRQIVTATGDGSIAAQS 
AAE Y I EHLNDQA 

>HGS043 femD/glmM ( Phosphoglucosamine Mutase) (SEQ ID NO: 15) 

ATGGGGGGAAAATATTTTGGTACAGACGGAGTAAGAGGTGTCGCAAACCAAGAACTAACACCTGAATTGGCATTTAAATT 
AGGAAGATACGGTGGCTATGTTCTAGCACATAATAAAGGTGAAAAACACCCACGTGTACTTGTAGGTCGCGATACTAGAG 
TTTCAGGTGAAATGTTAGAATCAGCATTAATAGCTGGTTTGATTTCAATTGGTGCAGAAGTGATGCGATTAGGTATTATT 
TCAACACCAGGTGTTGCATATTTAACACGCGATATGGGTGCAGAGTTAGGTGTAATGATTTCAGCCTCTCATAATCCAGT 
TGCAGATAATGGTATTAAATTCTTTGGATCAGATGGTTTTAAACTATCAGATGAACAAGAAAATGAAATTGAAGCATTAT 
TGGATCAAGAAAACCCAGAATTACCAAGACCAGTTGGCAATGATATTGTACATTATTCAGATTACTTTGAAGGGGGACAA 
AAATATTTGAGCTATTTAAAATCAACAGTAGATGTTAACTTTGAAGGTTTGAAAATTGCTTTAGATGGTGCAAATGGTTC 
AACATCATCACTAGCGCCATTCTTATTTGGTGACTTAGAAGCAGATACTGAAACAATTGGATGTAGTCCTGATGGATATA 
ATATCAATGAGAAATGTGGCTCTACACATCCTGAAAAATTAGCTGAAAAAGTAGTTGAAACTGAAAGTGATTTTGGGTTA 
GCATTTGACGGCGATGGAGACAGAATCATAGCAGTAGATGAGAATGGTCAAATCGTTGACGGTGACCAAATTATGTTTAT 
TATTGGTCAAGAAATGCATAAAAATCAAGAATTGAATAATGACATGATTGTTTCTACTGTTATGAGTAATTTAGGTTTTT 
ACAAAGCGCTTGAACAAGAAGGAATTAAATCTAATAAAACTAAAGTTGGCGACAGATATGTAGTAGAAGAAATGCGTCGC 
GGTAATTATAACTTAGGTGGAGAACAATCTGGACATATCGTTATGATGGATTACAATACAACTGGTGATGGTTTATTAAC 
TGGTATTCAATTAGCTTCTGTAATAAAAATGACTGGTAAATCACTAAGTGAATTAGCTGGACAAATGAAAAAATATCCAC 
AATCATTAATTAACGTACGCGTAACAGATAAATATCGTGTTGAAGAAAATGTTGACGTTAAAGAAGTTATGACTAAAGTA 
GAAGTAGAAATGAATGGAGAAGGTCGAATTTTAGTAAGACCTTCTGGAACAGAACCATTAGTTCGTGTCATGGTTGAAGC 
AGCAACTGATGAAGATGCTGAAAGATTTGCACAACAAATAGCTGATGTGGTTCAAGATAAAATGGGATTAGATAAA 

>HGS043 FemD/GlmM (Phosphoglucosamine Mutase) (SEQ ID NO: 16) 

MGGKYFGTDGVRGVANQELTPELAFKLGRYGGYVLAHNKGEKHPRVLVGRDTRVSGEMLESALI AGLI S I GAEVM 

RLGIISTPGVAYLTRDMGAELGVMISASHNPVADNGIKFFGSDGFKLSDEQENEIEALLDQENPELPRPVGNDIV 

HYSDYFEGAQKYLSYLKSTVDVNFEGLKIALDGANGSTSSLAPFLFGDLEADTETIGCSPDGYNINEKCGSTHPE 

KLAEKWETESDFGLAFDGDGDRI I AVDENGQI VDGDQ I MF I I GQEMHKNQELNNDMI VS TVMSNLGF YKALEQE 

GIKSNKTKVGDRYVVEEMRRGNYNLGGEQSGHIVMMDYNTTGDGLLTGIQLASVIKMTGKSLSELAGQMKK 

LINVRVTDKYRVEENVDVKEVMTKVEVEMNGEGRILVRPSGTEPLVRVI^ 

DK 

>HGS044 glmU (Glucosamine N-acetyly/uridylate transferase) (SEQ ID NO: 17) 

ATGGGTTTCATGCGAAGACACGCGATAATTTTGGCAGCAGGTAAAGGCACAAGAATGAAATCTAAAAAGTATAAAGTGCT 

ACACGAGGTTGCTGGGAAACCTATGGTCGAACATGTATTGGAAAGTGTGAAAGGCTCTGGTGTCGATCAAGTTGTAACCA 

TCGTAGGACATGGTGCTGAAAGTGTAAAAGGACATTTAGGCGAGCGTTCTTTATACAGTTTTCAAGAGGAACAACTCGGT 

ACTGCGCATGCAGTGCAAATGGCGAAATCACACTTAGAAGACAAGGAAGGTACGACAATCGTTGTATGTGGTGACACACC 

GCTCATCACAAAGGAAACATTAGTAACATTGATTGCGCATCACGAGGATGCTAATGCTCAAGCAACTGTATTATCTGCAT 

CGATTCAACAACCATATGGATACGGAAGAATCGTTCGAAATGCGTCAGGTCGTTTAGAACGCATAGTTGAAGAGAAAGAT 

GCAACGCAAGCTGAAAAGGATATTAATGAAATTAGTTCAGGTATTTTTGCGTTTAATAATAAAACGTTGTTTGAAAAATT 

AAC AC AAGTGAAAAATGAT AATGCGC AAGGTG AAT AT T ACCT C C CTGATGT AT TGT CGT T AATT TT AAATG ATGG CGG C A 

TCGTAGAAGTCTATCGTACCAATGATGTTGAAGAAATCATGGGTGTAAATGATCGTGTAATGCTTAGTCAGGCTGAGAAG 

GCGATGCAACGTCGTACGAATCATTATCACATGCTAAATGGTGTGACAATCATCGATCCTGACAGCACTTATATTGGTCC 

AGACGTTACAATTGGTAGTGATACAGTCATTGAACCAGGCGTACGAATTAATGGTCGTACAGAAATTGGCGAAGATGTTG 

T TAT TGGT C AGT AC T CTGAAATT AAC AAT AGT ACG ATTG AAAAT GGT GC ATGT AT T C AAC AGT C TGT TGTT AATG ATG CT 

AGCGTAGGAGCGAATACTAAGGTCGGACCGTTTGCGCAATTGAGACCAGGCGCGCAATTAGGTGCAGATGTTAAGGTTGG 

AAAT T T TGTAG AAATT AAAAAAG C AG AT C TT AAAG ATGGTG C C AAGGT T T C AC AT T T AAGT T AT AT TGG CG ATG CTGT AA 

TTGGCGAACGTACTAATATTGGTTGCGGAACGATTACAGTTAACTATGATGGTGAAAATAAATTTAAAACTATCGTCGGC 

AAAGATTCATTTGTAGGTTGCAATGTTAATTTAGTAGCACCTGTAACAATTGGTGATGATGTATTGGTGGCAGCTGGTTC 

CACAATCACAGATGACGTACCAAATGACAGTTTAGCTGTGGCAAGAGCAAGACAAACAACAAAAGAAGGATATAGGAAA 

>HGS044 GlmU (Glucosamine N-acetyly/uridylate transferase) (SEQ ID NO: 18) 
MG FMRRHA 1 1 LAAG KGTRMKS KK Y KV LH E V AG KP MV E HV L E S V KG S GVDQWT I VGHG AE S V KGH LG ERSLYSFQ 
EEQLGTAHAVQMAKSHLEDKEGTTIWCGDTPLITKETLVTLIAHHEDANAQATVLSASIQQPYGYGRIVRNASG 
RLERI VEEKDATQAEKDINE I SSGI FAFNNKTLFEKLTQVK2TDNAQGEYYLPDVLSLI LNDGGI VEVYRTNDVEE 
I MG VNDR VML S Q AE KAMQ RR TNH YHM LNGVT IIDPDSTYIG PD VT I G S D TV I E PGVR I NGRT E I G E D W I GQ Y S E 
I NN S T I ENG AC I QQ S WND AS VGANT KVG P F AQ LR P G AQ LG AD V KVGN FV E I KKAD L KDG AKV S H L S Y I GD AV I G 
ERTN I GCGT I TVNYDGENKFKT I VGKDS FVGCNVNLVAPVT I GDDVLVAAGST I TDDVPNDS LAVARARQTTKEG 
YRK 
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>HGS045 coADR (CoenzymeA Disulfide Reductase) (SEQ ID NO: 19) 

ATGGGGCCCAAAATAGTCGTAGTCGGAGCAGTCGCTGGCGGTGCAACATGTGCCAGCCAAATTCGACGTTTAGATAAAGA 
AAGTGACATTATTATTTTTGAAAAAGATCGTGATATGAGCTTTGCTAATTGTGCATTGCCTTATGTCATTGGCGAAGTTG 
TTGAAGATAGAAGATATGCTTTAGCGTATACACCTGAAAAATTTTATGATAGAAAGCAAATTACAGTAAAAACTTATCAT 
GAAGTTATTGCAATCAATGATGAAAGACAAACTGTATCTGTATTAAATAGAAAGACAAACGAACAATTTGAAGAATCTTA 
CGATAAACTCATTTTAAGCCCTGGTGCAAGTGCAAATAGCCTTGGCTTTGAAAGTGATATTACATTTACACTTAGAAATT 
TAGAAGACACTGATGCTATCGATCAATTCATCAAAGCAAATCAAGTTGATAAAGTATTGGTTGTAGGTGCAGGTTATGTT 
TCATTAGAAGTTCTTGAAAATCTTTATGAACGTGGTTTACACCCTACTTTAATTCATCGATCTGATAAGATAAATAAATT 
AATGGATGCCGACATGAATCAACCTATACTTGATGAATTAGATAAGCGGGAGATTCCATACCGTTTAAATGAGGAAATTA 
ATGCTATCAATGGAAATGAAATTACATTTAAATCAGGAAAAGTTGAACATTACGATATGATTATTGAAGGTGTCGGTACT 
CACCCCAATTCAAAATTTATCGAAAGTTCAAATATCAAACTTGATCGAAAAGGTTTCATACCGGTAAACGATAAATTTGA 
AACAAATGTTCCAAACATTTATGCAATAGGCGATATTGCAACATCACATTATCGACATGTCGATCTACCGGCTAGTGTTC 
CTTTAGCTTGGGGCGCTCACCGTGCAGCAAGTATTGTTGCCGAACAAATTGCTGGAAATGACACTATTGAATTCAAAGGC 
TTCTTAGGCAACAATATTGTGAAGTTCTTTGATTATACATTTGCGAGTGTCGGCGTTAAACCAAACGAACTAAAGCAATT 
TGACTATAAAATGGTAGAAGTCACTCAAGGTGCACACGCGAATTATTACCCAGGAAATTCCCCTTTACACTTAAGAGTAT 
ATTATGACACTTCAAACCGTCAGATTTTAAGAGCAGCTGCAGTAGGAAAAGAAGGTGCAGATAAACGTATTGATGTACTA 
TCGATGGCAATGATGAACCAGCTAACTGTAGATGAGTTAACTGAGTTTGAAGTGGCTTATGCACCACCATATAGCCACCC 
T AAAG ATT T AAT C AATATGAT TGGT T AC AAAG C T AAA 

>HGS045 CoADR (CoenzymeA Disulfide Reductase) (SEQ ID NO: 20) 

MG P KI VWGAVAGGAT CAS Q I RRLD KE S D 1 1 1 FEKDRDMSFANCALPYVIGEWEDRRYALAYTPEKFYDRKQIT 
VKTYHEVIAINDERQTVSVLNRKTNEQFEESYDKLILSPGASANSLGFESDITFTLRNLEDTDAIDQFIKANQVD 
KVLVVGAGYVSLEVLENLYERGLHPTLIHRSDKINKLMDADMNQPILDELDKREI PYRLNEEINAINGNEITFKS 
GKVEHYDMI I EGVGTHPNS KFI ESSNI KLDRKGFI PVNDKFETNVPNI YAI GDI ATSHYRHVDLPASVPLAWGAH 
RAASIVAEQIAGNDTIEFKGFLGNNIVKFFDYTFASVGVKPNELKQFDYKMVEVTQGAHANYYPGNSPLHLRVYY 
DTSNRQILRAAAVGKEGADKRIDVLSMAMMNQLTVD 

>HGS046 SVR (SEQ ID NO: 21) 

ATGAAAGACGAACAATTATATTATTTTGAGAAATCGCCAGTATTTAAAGCGATGATGCATTTCTCATTGCCAATGATGAT 
AGGGACTTTATTAAGCGTTATTTATGGCATATTAAATATTTACTTTATAGGATTTTTAGAAGATAGCCACATGATTTCTG 
CTATCTCTCTAACACTGCCAGTATTTGCTATCTTAATGGGGTTAGGTAATTTATTTGGCGTTGGTGCAGGAACTTATATT 
TCACGTTTATTAGGTGCGAAAGACTATAGTAAGAGTAAATTTGTAAGTAGTTTCTCTATTTATGGTGGTATTGCACTAGG 
ACTTATCGTGATTTTAGTTACTTTACCATTCAGTGATCAAATCGCAGCAATTTTAGGGGCGAGAGGTGAAACGTTAGCTT 
TAACAAGTAATTATTTGAAAGTAATGTTTTTAAGTGCACCTTTTGTAATTTTGTTCTTCATATTAGAACAATTTGCACGT 
GCAATTGGGGCACCAATGGTTTCTATGATTGGTATGTTAGCTAGTGTAGGCTTAAATATTATTTTAGATCCAATTTTAAT 
TTTTGGTTTTGATTTAAACGTTGTTGGTGCAGCTTTGGGTACTGCAATCAGTAATGTTGCTGCTGCTCTGTTCTTTATCA 
TTTATTTTATGAAAAATAGTGACGTTGTGTCAGTTAATATTAAACTTGCGAAACCTAATAAAGAAATGCTTTCTGAAATC 
TTTAAAATCGGTATTCCTGCATTTTTAATGAGTATCTTAATGGGATTCACAGGATTAGTTTTAAATTTATTTTTAGCACA 
TTATGGAAACTTCGCGATTGCAAGTTATGGTATCTCATTTAGACTTGTGCAATTTCCAGAACTTATTATCATGGGATTAT 
GTGAAGGTGTTGTACCACTAATTGCATATAACTTTATGGCAAATAAAGGCCGTATGAAAGACGTTATCAAAGCAGTTATC 
ATGTCTATCGGCGTTATCTTTGTTGTATGTATGAGTGCTGTATTTACAATTGGACATCATATGGTCGGACTATTTACTAC 
TGATCAAGCCATTGTTGAGATGGCGACATTTATTTTGAAAGTAACAATGGCATCATTATTATTAAATGGTATAGGTTTCT 
TGTTTACTGGTATGCTTCAAGCGACTGGGCAAGGTCGTGGTGCTACAATTATGGCCATTTTACAAGGTGCAATTATCATT 
C C AGT AT T ATT T ATT ATG AATG C T TTGT T TGGACT AAC AGGTGT C AT TTGGT CAT T ATT AATTGCTG AGT C AC T TTGTGC 
TTTAGCAGCAATGTTAATCGTCTATTTATTACGTGATCGTTTGACAGTTGATACATCTGAATTAATAGAAGGT 

>HGS046 SVR (SEQ ID NO: 22) 

MKDEQLYYFEKS PVFKAMMHFSLPMMIGTLLSVI YGI LNI YFI GFLEDSHMI S AI SLTLPVFAI LMGLGNLFGVG 

AGTYISRLLGAKDYSKSKFVSSFSIYGGIALGLIVILVTLPFSDQIAAILGARGETLALTSNYLKVMFLSAPFVI 

LFFILEQFARAIGAPMVSMIGMLASVGLNI ILDPILI FGFDLNWGAALGTAISNVAAALFFI I YFMKNSDWSV 

NI KLAKPNKEMLSE I FKIGI PAFLMS I LMGFTGLVLNLFLAHYGNFAI AS YGI S FRLVQFPELI IMGLCEGWPL 

IAYNFMANKGRMKDVIKAVIMSIGVIFWC^SAVFTIGHHl^GLFTTDQAIVEMATFILKVTMASLL 

TGMLQATGQGRGATI^ILQGAIIIPVLFI^ALFGLTGVIWSLLIAESLCALAAMLIVYLLRDRLTVDTSELIE 

G 

>HGS049 murE (SEQ ID NO: 23) 

TTGGATGCAAGTACGTTGTTTAAGAAAGTAAAAGTAAAGCGTGTATTGGGTTCTTTAGAACAACAAATAGATGATATCAC 
TACTGATTCACGTACAGCGAGAGAAGGTAGCATTTTTGTCGCTTCAGTTGGATATACTGTAGACAGTCATAAGTTCTGTC 
AAAATGTAGCTGATCAAGGGTGTAAGTTGGTAGTGGTCAATAAAGAACAATCATTACCAGCTAACGTAACACAAGTGGTT 
GTGCCGGACACATTAAGAGTAGCTAGTATTCTAGCACACACATTATATGATTATCCGAGTCATCAGTTAGTGACATTTGG 
TGTAACGGGTACAAATGGTAAAACTTCTATTGCGACGATGATTCATTTAATTCAAAGAAAGTTACAAAAAAATAGTGCAT 
AT TT AGG AAC T AATGGT TT C C AAAT T AATG AAAC AAAGAC AAAAGGTG C AAAT ACG ACAC C AG AAAC AGT T T C T TT AAC T 
AAGAAAATTAAAGAAGCAGTTGATGCAGGCGCTGAATCTATGACATTAGAAGTATCAAGCCATGGCTTAGTATTAGGACG 
AC TGCGAGG CGTTG AAT T TGACGTTGC AAT ATTTT C AAAT TT AAC AC AAG AC C ATTT AGAT T T T CATGGC ACAATGG AAG 
CATACGGACACGCGAAGTCTTTATTGTTTAGTCAATTAGGTGAAGATTTGTCGAAAGAAAAGTATGTCGTGTTAAACAAT 
GACGATTCATTTTCTGAGTATTTAAGAACAGTGACGCCTTATGAAGTATTTAGTTATGGAATTGATGAGGAAGCCCAATT 
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TATGGCTAAAAATATTCAAGAATCTTTACAAGGTGTCAGCTTTGATTTTGTAACGCCTTTTGGAACTTACCCAGTAAAAT 
CGCCTTATGTTGGTAAGTTTAATATTTCTAATATTATGGCGGCAATGATTGCGGTGTGGAGTAAAGGTACATCTTTAGAA 
ACGATTATTAAAGCTGTTGAAAATTTAGAACCTGTTGAAGGGCGATTAGAAGTTTTAGATCCTTCGTTACCTATTGATTT 
AATTATCGATTATGCACATACAGCTGATGGTATGAACAAATTAATCGATGCAGTACAGCCTTTTGTAAAGCAAAAGTTGA 
TATTTTTAGTTGGTATGGCAGGCGAACGTGATTTAACTAAAACGCCTGAAATGGGGCGAGTTGCCTGTCGTGCAGATTAT 
GTCATTTTCACACCGGATAATCCGGCAAATGATGACCCGAAAATGTTAACGGCAGAATTAGCCAAAGGTGCAACACATCA 
AAACTATATTGAATTTGATGATCGTGCAGAAGGGATAAAACATGCAATTGACATAGCTGAGCCTGGGGATACTGTCGTTT 
T AGC AT C AAAAGGAAGAGAAC C AT ATC AAATC ATGC C AGGG C AT ATTAAGGTG C C ACAT CGAGATGAT TT AATTGG C CTT 
GAAGCAGCTTACAAAAAGTTCGGTGGTGGCCCTGTTGAT 

>HGS049 MurE (SEQ ID NO: 24) 

LDASTLFKKVKVKRVLGSLEQQIDDITTDSRTAREGSIFVASVGYTVDSHKFCQNVADQGCKLVVVNKEQSL 

VPDTLRVASILAHTLYDYPSHQLVTFGVTGTNGKTSIATMIHLIQRKLQKNSAYLGTNGFQINETKTKGANTTPETVSLT 

KKIKEAVDAGAESMTLEVSSHGLVLGRLRGVEFDVAIFSNLTQDHLDFHGTMEAYGHAKSLLFSQLGEDLSKEKYWLNN 

DDSFSEYLRTVTPYEVFSYGIDEEAQFMAKNIQESLQGVSFDFVTPFGTYPVKS PYVGKFNISNIMAAMIAVWSKGTSLE 

TIIKAVENLEPVEGRLEVLDPSLPIDLIIDYAHTADGI^KLIDAVQPFVKQKLIFLVGMAGERDLTKTPEMGRVACRADY 

VIFTPDNPANDDPKMLTAELAKGATHQNYIEFDDRAEGIKHAIDIAEPGDTWLASKGREPYQIMPGHIKVPHRDDLIGL 

EAAYKKFGGGPVD 

>HGS050 MurF (SEQ ID NO:25) 

ATGATTAATGTTACATTAAAGCAAATTCAATCATGGATTCCTTGTGAAATTGAAGATCAATTTTTAAATCAAGAGATAAA 
TGGAGTCACAATTGATTCACGAGCAATTTCTAAAAATATGTTATTTATACCATTTAAAGGTGAAAATGTTGACGGTCATC 
GCTTTGTCTCTAAAGCATTACAAGATGGTGCTGGGGCTGCTTTTTATCAAAGAGGGACACCTATAGATGAAAATGTAAGC 
GGGCCTATTATATGGGTTGAAGACACATTAACGGCATTACAACAATTGGCACAAGCTTACTTGAGACATGTAAACCCTAA 
AGTAATTGCCGTCACAGGGTCTAATGGTAAAACAACGACTAAAGATATGATTGAAAGTGTATTGCATACCGAATTTAAAG 
TTAAGAAAACGCAAGGTAATTACAATAATGAAATTGGTTTACCTTTAACTATTTTGGAATTAGATAATGATACTGAAATA 
TCAATATTGGAGATGGGGATGTCAGGTTTCCATGAAATTGAATTTCTGTCAAACCTCGCTCAACCAGATATTGCAGTTAT 
AACTAATATTGGTGAGTCACATATGCAAGATTTAGGTTCGCGCGAGGGGATTGCTAAAGCTAAATCTGAAATTACAATAG 
GTCTAAAAGATAATGGTACGTTTATATATGATGGCGATGAACCATTATTGAAACCACATGTTAAAGAAGTTGAAAATGCA 
AAATGTATTAGTATTGGTGTTGCTACTGATAATGCATTAGTTTGTTCTGTTGATGATAGAGATACTACAGGTATTTCATT 
TACGATTAATAATAAAGAACATTACGATCTGCCAATATTAGGAAAGCATAATATGAAAAATGCGACGATTGCCATTGCGG 
TTGGTCATGAATTAGGTTTGACATATAACACAATCTATCAAAATTTAAAAAATGTCAGCTTAACTGGTATGCGTATGGAA 
CAACATACATTAGAAAATGATATTACTGTGATAAATGATGCCTATAATGCAAGTCCTACAAGTATGAGAGCAGCTATTGA 
TACACTGAGTACTTTGACAGGGCGTCGCATTCTAATTTTAGGAGATGTTTTAGAATTAGGTGAAAATAGCAAAGAAATGC 
ATATCGGTGTAGGTAATTATTTAGAAGAAAAGCATATAGATGTGTTGTATACGTTTGGTAATGAAGCGAAGTATATTTAT 
GATTCGGGCCAGCAACATGTCGAAAAAGCACAACACTTCAATTCTAAAGACGATATGATAGAAGTTTTAATAAACGATTT 
AAAAGCGCATGACCGTGTATTAGTTAAAGGATCACGTGGTATGAAATTAGAAGAAGTGGTAAATGCTTTAATTTCA 

>HGS050 MurF (SEQ ID NO: 26) 

MINVTLKQIQSWIPCEIEDQFLNQEINGVTIDSRAISKNMLFIPFKGENVDGHRFVSKALQDGAGAAFYQRGTPIDENVS 
GPIIOTEDTLTALQQLAQAYLRHVNPKVIAVTGSNGKTTTK^ 

SILEMGMSGFHEIEFLSNLAQPDIAVITNIGESHMQDLGSREGIAKAKSEITIGLKDNGTFIYDGDEPLLKPHVKEVENA 
KCISIGVATDNALVCSVDDRDTTGISFTINNKEHYDLPILGKHNMKNATIAIAVGHELGLTYNTIYQNLKNVSLTGM 
QHTLENDITVINDAYNASPTSMRAAIDTLSTLTGRRILILGDVLELGENSKEMHIGVGNYLEEKHIDVLYTFGNEAKYIY 
DSGQQHVEKAQHFNSKDDMIEVLINDLKAHDRVLVKGSRGMKLEEWNALIS 

>HGS052 Ribosomal Protein S8 (SEQ ID NO: 27) 

ATGACAATGACAGATCCAATCGCAGATATGCTTACTCGTGTAAGAAACGCAAACATGGTGCGTCACGAGAAGTTAGAATT 
ACCTGCATCAAATATTAAAAAAGAAATTGCTGAAATCTTAAAGAGTGAAGGTTTCATTAAAAATGTTGAATACGTAGAAG 
ATGAT AAAC AAGGTGT AC T T CGT TT AT T C TT AAAAT ATGGT C AAAACGATG AGCGTGTT AT C AC AGG AT T AAAACGT ATT 
TCAAAACCAGGTTTACGTGTTTATGCAAAAGCTAGCGAAATGCCTAAAGTATTAAATGGTTTAGGTATTGCATTAGTATC 
AACTTCTGAAGGTGTAATCACTGACAAAGAAGCAAGAAAACGTAATGTTGGTGGAGAAATTATCGCATACGTTTG 

>HGS052 Ribosomal Protein S8 (SEQ ID NO: 28) 

MTMTDPI ADMLTRVRNANMVRHE KLELPASNI KKE I AE I LKSEGF I KNVE YVEDDKQGVLRLFLKYGQNDERVI T 
GLKRI S KPGLRVYAKASEMPKVLNGLGI ALVSTSEGVI TDKEARKRNVGGE 1 1 AYVW 

>HGS053 Ribosomal Protein S15 (SEQ ID NO: 29) 

ATGGCAATTTCACAAGAACGTAAAAACGAAATCATTAAAGAATACCGTGTACACG/y^ACTGATACTGGTTCACCAGAAGT 
ACAAATCGCTGTACTTACTGCAGAAATCAACGCAGTAAACGAACACTTACGTACACACAAAAAAGACCACCATTCACGTC 
GTGGATTATTAAAAATGGTAGGTCGTCGTAGACATTTATTAAACTACTTACGTAGTAAAGATATTCAACGTTACCGTGAA 
TTAATTAAATCACTTGGCATCCGTCGT 

>HGS053 Ribosomal Protein S15 (SEQ ID N0:30) 

N^ISQERKNEIIKEYRVHETDTGSPEVQIAVLTAEINAVNEHLRTHKKDHHSRRGLLKMVGRRRHLLNYLRSKDI 
QRYRELIKSLGIRR 
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>HGS055 Ribosomal Protein S3 (SEQ ID NO: 31) 

TAAGGAGGGAATACTGTGGGTCAAAAAATTAATCCAATCGGACTTCGTGTTGGTATTATCCGTGATTGGGAAGCTAAATG 
GTATGCTGAAAAAGACTTCGCTTCACTTTTACACGAAGATTTAAAAATCCGTAAATTTATTGATAATGAATTAAAAGAAG 
CATCAGTTTCTCACGTAGAGATTGAACGTGCTGCAAACCGTATCAACATTGCAATTCATACTGGTAAACCTGGTATGGTA 
ATTGGT AAAGG CGGT TC AG AAAT CGAAAAATT ACGC AAC AAATT AAATG C G T T AAC TG AT AAAAAAGT AC AC AT C AACGT 
AATTGAAATCAAAAAAGTTGATCTTGACGCTCGTTTAGTAGCTGAAAACATCGCACGTCAATTAGAAAACCGTGCTTCAT 
TCCGTCGTGTACAAAAACAAGCAATCACTAGAGCTATGAAACTTGGTGCTAAAGGTATCAAAACTCAAGTATCTGGTCGT 
TTAGGCGGAGCTGACATCGCTCGTGCTGAACAATATTCAGAAGGAACTGTTCCACTTCATACGTTACGTGCTGACATCGA 
TTATGCACACGCTGAAGCTGACACTACTTACGGTAAATTAGGCGTTAAAGTATGGATTTATCGTGGAGAAGTTCTTCCTA 
C T AAGAAC ACT AGTGG AGG AGGAAAA 

>HGS055 Ribosomal Protein S3 (SEQ ID NO: 32) 

VGQKINPIGLRVGI IRDWEAKWYAEKDFASLLHEDLKIRKFIDNELKEASVSHVEIERAANRINIAIHTGKPGMVIGKGG 
SE I E KLRNKLN AL TD KKVH I NV I E I KKVD LD ARL V AEN I ARQ L ENRAS FRRVQ KQ A I TRAMKLGAKG I KTQVSGRLGGAD 
I ARAEQ YS EGTVPLHTLRAD I D YAHAEADTTYGKLGVKVWI YRGE VLPTKNTSGGGK 

>HGS056 Ribosomal Protein S5 (SEQ ID NO: 33) 

ATGGCTCGTAGAGAAGAAGAGACGAAAGAATTTGAAGAACGCGTTGTTACAATCAACCGTGTAGCAAAAGTTGTAAAAGG 
TGGTCGTCGTTTCCGTTTCACTGCATTAGTTGTAGTTGGAGACAAAAATGGTCGTGTAGGTTTCGGTACTGGTAAAGCTC 
AAGAGGTACCAGAAGCAATCAAAAAAGCTGTTGAAGCAGCTAAAAAAGATTTAGTAGTTGTTCCACGTGTTGAAGGTACA 
ACTCCACACACAATTACTGGCCGTTACGGTTCAGGAAGCGTATTTATGAAACCGGCTGCACCTGGTACAGGAGTTATCGC 
TGGTGGTCCTGTTCGTGCCGTACTTGAATTAGCAGGTATCACTGATATCTTAAGTAAATCATTAGGATCAAACACACCAA 
TCAACATGGTTCGTGCTACAATCGATGGTTTACAAAACCTTAAAAATGCTGAAGATGTTGCGAAATTACGTGGCAAAACA 
GTAGAAGAATTATACAAT 

>HGS056 Ribosomal Protein S5 (SEQ ID NO: 34) 

MARRE E E T KE FEE RWT I NR V AKW KGGRR FR F TALVWGD KNGRVG FGTG KAQ E V P E A I KKAV E AAKKDL VW P 
RVEGTTPHTITGRYGSGSVFMKPAAPGTGVIAGGPVRAVLELAGITDILSKSLGSNTPINMVRATIDGLQNLKNA 
EDVAKLRGKTVEELYN 

>HGS057 Ribosomal Protein S9 (SEQ ID NO:35) 

ATGGCACAAGTTGAATATAGAGGCACAGGCCGTCGTAAAAACTCAGTAGCACGTGTACGTTTAGTACCAGGTGAAGGTAA 
CATCACAGTTAATAACCGTGACGTACGCGAATACTTACCATTCGAATCATTAATTTTAGACTTAAACCAACCATTTGATG 
TAACTGAAACTAAAGGTAACTATGATGTTTTAGTTAACGTTCATGGTGGTGGTTTCACTGGACAAGCTCAAGCTATCCGT 
CACGGAATCGCTCGTGCATTATTAGAAGCAGATCCTGAATACAGAGGTTCTTTAAAACGCGCTGGATTACTTACTCGTGA 
CCCACGTATGAAAGAACATAAAAAACCAGGTCTTAAAGCAGCTCGTCGTTCACCTCAATTCTCAAAACGT 

>HGS057 Ribosomal Protein S9 (SEQ ID NO: 36) 

MAQVEYRGTGRRKNSVARVRLVPGEGNITVNNRDVREYLPFESLILDLNQPFDVTETKGNYDVLVNVHGGGFTGQ 
AQAIRHGIARALLEADPEYRGSLKRAGLLTRDPRMKEHKKPGLKAARRSPQFSKR 

>HGS058 Ribosomal Protein S10 (SEQ ID NO: 37) 

AT GGC AAAAC AAAAAAT C AG AAT C AGATTAAAGGC T T ATGAT C AC CGCGT AAT TGATC AAT C AG C AG AGAAG AT TGTAGA 
AACAGCGAAACGTTCTGGTGCAGATGTTTCTGGACCAATTCCGTTACCAACTGAGAAATCAGTTTACACAATCATCCGTG 
C CGTG C AT AAGT AT AAAG ATT C ACGT GAAC AAT T C G AAC AACGT ACAC AC AAACGT TT AAT CGAT AT TGT AAAC C C AAC A 
CCAAAAACAGTTGACGCTTTAATGGGCTTAAACTTACCATCTGGTGTAGACATCGAAATCAAATTA 

>HGS058 Ribosomal Protein S10 (SEQ ID NO: 38) 

MAKQKIRIRLKAYDHRVIDQSAEKIVETAKRSGADVSGPIPLPTEKSVYTIIRAVHKYKDSREQFEQRTHKRLID 
I VN P T P KT VD ALMG LN LPS G VD I E I KL 

>HGS059 Ribosomal Protein S14 (SEQ ID NO: 39) 

ATGGCTAAGAAATCTAAAATAGCAAAAGAGAGAAAAAGAGAAGAGTTAGTAAATAAATATTACGAATTACGTAAAGAGTT 
AAAAGCAAAAGGTGATTACGAAGCGTTAAGAAAATTACCAAGAGATTCATCACCTACACGTTTAACTAGAAGATGTAAAG 
TAACTGGAAGACCTAGAGGTGTATTACGTAAATTTGAAATGTCTCGTATTGCGTTTAGAGAACATGCGCACAAAGGACAA 
ATTCCAGGTGTTAAAAAATCAAGTTGG 

>HGS059 Ribosomal Protein S14 (SEQ ID NO: 40) 

MAKKSKI AKERKREELVNKYYELRKELKAKGDYEALRKLPRDSSPTRLTRRCKVTGRPRGVLRKFEMSRIAFREH 
AHKGQIPGVKKSSW 

>HGS060 Ribosomal Protein S19 (SEQ ID NO: 41) 

ATGGCTCGTAGTATTAAAAAAGGACCTTTCGTCGATGAGCATTTAATGAAAAAAGTTGAAGCTCAAGAAGGAAGCGAAAA 
G AAAC AAG T AAT C AAAAC ATGGT C ACGT CGTT CT AC AATTT T C C C T AAT TT C AT CGGACAT AC TT T TG CAG T AT ACGACG 
GACGTAAACACGTACCTGTATATGTAACTGAAGATATGGTAGGTCATAAATTAGGTGAGTTTGCTCCTACTCGTACATTC 
AAAGGACACGTTGCAGACGACAAGAAAACAAGAAGA 
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>HGS060 Ribosomal Protein S19 (SEQ ID NO: 42) 

MARS I KKGP FVDEHLMKKVEAQEGS E KKQV I KTWS RRS T I FPNF I GHTFAV YDGRKHV P V YVTEDMVGHKLGE FA 
PTRTFKGHVADDKKTRR 

>HGS062 Ribosomal Protein S14 Homolog (SEQ ID NO: 43) 

ATGGCTAAAACTTCAATGGTTGCTAAGCAACAAAAAAAACAAAAATATGCAGTTCGTGAATACACTCGTTGTGAACGTTG 
TGGCCGTCCACATTCTGTATATCGTAAATTTAAATTATGCCGTATTTGTTTCCGTGAATTAGCTTACAAAGGCCAAATCC 
CTGGCGTTCGTAAAGCTAGCTGG 

>HGS062 Ribosomal Protein S14 Homolog (SEQ ID NO: 44) 
MAKTSMVAKQQKKQKYAVREYTRCERCGRPHSVYRKFKLCRICFRELAYKGQIPGVRKASW 

>HGS064 YycF (SEQ ID NO: 45) 

ATGGCTAGAAAAGTTGTTGTAGTTGATGATGAAAAACCGATTGCTGATATTTTAGAATTTAACTTAAAAAAAGAAGGATA 
CGATGTGTACTGTGCATACGATGGTAATGATGCAGTCGACTTAATTTATGAAGAAGAACCAGACATCGTATTACTAGATA 
TCATGTTACCTGGTCGTGATGGTATGGAAGTATGTCGTGAAGTGCGCAAAAAATACGAAATGCCAATAATAATGCTTACT 
GCTAAAGATTCAGAAATTGATAAAGTGCTTGGTTTAGAACTAGGTGCAGATGACTATGTAACGAAACCGTTTAGTACGCG 
TGAATTAATCGCACGTGTGAAAGCGAACTTACGTCGTCATTACTCACAACCAGCACAAGACACTGGAAATGTAACGAATG 
AAATCACAATTAAAGATATTGTGATTTATCCAGACGCATATTCTATTAAAAAACGTGGCGAAGATATTGAATTAACACAT 
CGTGAATTTGAATTGTTCCATTATTTATCAAAACATATGGGACAAGTAATGACACGTGAACATTTATTACAAACAGTATG 
GGGCTATGATTACTTTGGCGATGTACGTACGGTCGATGTAACGATTCGTCGTTTACGTGAAAAGATTGAAGATGATCCGT 
CACATCCTGAATATATTGTGACGCGTAGAGGCGTTGGATATTTCCTCCAACAACATGAG 

>HGS064 YycF (SEQ ID NO: 46) 

MARKAAAA/"DDEKPIADILEFNLKKEGYDVYCAYDGNDAVDLIYEEEPDIVLLDIMLPGRDGMEVCREVRKKYEMP 
IIMLTAKDSEIDKVLGLELGADDYVTKPFSTRELIARVKANLRRHYSQPAQDTGNVTNEITIKDIVIYPDAYSIK 
KRGEDIELTHREFELFHYLSKHMGQVMTREHLLQTVWGYDYFGDVRTVDVTIRRLREKIEDDPSHPEYIVTRRGV 
GYFLQQHE 

>HGS063 (SEQ ID NO:47) 

ATGCCATTATTTTTACAACCAATTTTAAAAACAAAATTATGGGGCGGTCAACGTCTAAGTGAGTTTGGATATCAATTAGA 
CAATGATACAACTGGGGGAATGTTGGTGTGTGTCAGCACATCCAAATGGTACGAGCGAGATTATTAATGGACCATATCAA 
GGTCAAACATTAGACCGTATTTGGTCAGAACATCGTGAATTGTTTGGTGATTTCCCAAGCAAAGATTTTCCGCTTCTAAC 
TAAAATAGTGGATGCAAGAGAATCACTTTCTATTCATGTGCACCCTGATAATTCTTATGCTTATGAGCATGAAAACGGGC 
AAT ATGG C AAAT C TG AATGTTGGT AT AT T AT AGATGCAGAAGAAGATG C AGAAAT AGTT AT AGGGACAT TAG C AG AGT CT 
AGAGAAGAAGT TG CG AAT CATGTT CAAC ACGGAACGAT AGAGT CGAT ACTT AGAT AT ATT AAAGT AAAACC TGGAG AATT 
CTATTTTATTCCAGCAGGAACAGTWCATACTATTTCTTCAGGAATATTAGCATACGAAACGATGCAATCGTCAGACATTA 
CATATAGACTTTATGATTTCAATCGTCAAGATAATCAATATAATGATAGACCGTTAAATATTGAAAAAGCTTTAGACGTT 
ATTCAGTACAATGCACCATTACCTAATATTTTGCCTGAAAGCGAAATTATTGAAAACCATAAGTGTACACACATTGTATC 
GAATGATTTCTTTACATTGGTTAAATGGGAAATTTCTGGCACGTTAAATTATATGAAGCCTAGAGAGTTCTGTTTAGTTA 
CAGTGTTGGAAGGCGAAGGGCAAATGATTGTCTATGGTGAAATTTTCAAACTGACTACTGGTACAAACTTTATTTTGACT 
TCTGAAGATTTGGATAGTGTCTTTGAAGGTGATTTCACATTGATGATTAGCTATGTG 



>HGS063 (SEQ ID NO: 48) 

MPLFLQPILKTKXiWGGQRLSEFGYQLDNDTTGECWCVSAHPNGTSEIINGPYQGQTLDRIWSEHRELFGDFPSKD 
FPLLTKIVDARESLSIHVHPDNSYAYEHENGQYGKSECWYI IDAEEDAEIVIGTLAESREEVANHVQHGTIESIL 
RYIKVKPGEFYFIPAGTVHTISSGILAYETMQSSDITYRLYDFNRQDNQYNDRPLNIEKALDVIQYNAPLPNILP 
ESE I I ENHKCTHI VSNDFFTLVKWE I SGTLNYMKPREFCLVTVLEGEGQMI VDGE I FKLTTGTNFI LTSEDLDS V 
FEGDFTLMISYV 

>HGS065 (SEQ ID NO:49) 

ATGGCTGTATTATATTTAGTGGGCACACCAATTGGTAATTTAGCAGATATTACTTATAGAGCAGTTGATGTATTGAAACG 
TGTTGATATGATTGCTTGTGAAGACACTAGAGTAACTAGTAAACTGTGTAATCATTATGATATTCCAACTCCATTAAAGT 
CATATCACGAACATAACAAGGATAAGCAGACTGCTTTTATCATTGAACAGTTAGAATTAGGTCTTGACGTTGCGCTCGTA 
TCTGATGCTGGATTGCCCTTAATTAGTGATCCTGGATACGAATTAGTAGTGGCAGCCAGAGAAGCTAATATTAAAGTAGA 
GACTGTGCCTGGACCTAATGCTGGGCTGACGGCTTTGATGGCTAGTGGATTACCTTCATATGTATATACATTTTTAGGAT 
TTTTGCCACGAAAAGAGAAAGAAAAAAGTGCTGTATTAGAGCAACGTATGCATGAAAATAGCACATTAATTATATACGAA 
TCACCGCATCGTGTGACAGATACATTAAAAACAATTGCAAAGATAGATGCAACACGACAAGTATCACTAGGGCGTGAATT 
AACTAAGAAGTTCGAACAAATTGTAACTGATGATGTAACACAATTACAAGCATTGATTCAGCAAGGCGATGTACCATTGA 
AAGG CG AAT T CGT T AT C T T AAT TGAAGGTG C T AAAG CG AAC AATG AG AT AT CGTGGTT TG ATG ATT T AT C TAT C AATG AG 
C ATGTTG AT CAT TAT AT T C AAACT T C AC AG ATGAAAC CAAAAC AAG CT ATT AAAAAAGT TG CTG AAG AACG AC AAC TT AA 
AACGAATGAAGT AT AT AAT ATT T AT CAT C AAAT AAG T 

>HGS065 (SEQ ID NO: 50) 

MAVLYLVGTPIGNLADITYRAVDVLKRVDMIACEDTRVTSKLCNHYDIPTPLKSYHEHNKDKQTAFI IEQLELGL 
DVALVSDAGLPLISDPGYELWAAREANIKVETVPGPNAGLTALMASGLPSYVYTFLGFLPRKEKEKSAVLEQRM 
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HENSTLIIYESPHRVTDTLKTIAKIDATRQVSLGRELTKKFEQIVTDDVTQLQALIQQGDVPLKGEFVILIEGAK 
ANNE I S WFDDLS I NEHVDH Y I QTS QMKPKQAI KKVAEERQLKTNEVYNI YHQ I S 

>HGS066 (SEQ ID NO: 51) 

ATGAAATTTGGA/^AAACAATCGCAGTAGTATTAGCATCTAGTGTCTTGCTTGCAGGATGTACTACGGATAAAAAAGAAAT 
TAAGGCATATTTAAAGCAAGTGGATAAAATTAAAGATGATGAAGAACCAATTAAAACTGTTGGTAAGAAAATTGCTGAAT 
T AG ATG AGAAAAAG AAAAAATT AACTG AAGATGT CAAT AGT AAAG AT AC AGC AGTT CG CGGT AAAGC AGTAAAGGATTT A 
ATTAAAAATGCCGATGATCGTCTAAAGGAATTTGAAAAAGAAGAAGACGCAATTAAGAAGTCTGAACAAGACTTTAAGAA 
AGCAAAAAGTCACGTTGATAACATTGATAATGATGTTAAACGTAAAGAAGTAAAACAATTAGATGATGTATTAAAAGAAA 
AATATAAGTTACACAGTGATTACGCGAAAGCATATAAAAAGGCTGTAAACTCAGAGAAAACATTATTTAAATATTTAAAT 
CAAAATGACGCGACACAACAAGGTGTTAACGAAAAATCAWAAGCAATAGAACAGAACTATAAAAAGTTAAAAGAAGTATC 
AGATAAGTATACAAAAGTACTAAATAAGGTTGGTAAAGAAAAGCAAGACGTTGATCAATTTAAA 

>HGS066 (SEQ ID NO: 52) 

M KFGKT I A WIiAS S V L LAGCT TD KKE I KAY L KQ VD K I KDD E E P I KTVG KK I AE LDE KKKKLT E D VN S KDT AVRG K 
AVKDLIKNADDRLKEFEKEEDAIKKSEQDFKKAKSHVDNIDNDVKRKEVKQLDDVLKEKYKLHSDYAKAYKKAVN 
SEKTLFKYLNQNDATQQGVNEKSXAIEQNYKKLKEVSDKYTKVLNKVGKEKQDVDQFK 

>HGS067 (SEQ ID NO: 53) 

ATCGAGGACAGAATATTGTTAAAGTATGAACATATTGCTAAGCAGCTTAATGCGTTTATACATCAATCTAATTTCAAACC 
CGGTGATAAATTGCCAAGCGTGACGCAATTAAAAGAACGTTATCAAGTAAGTAAGAGTACTATCATTAAAGCATTAGGCT 
TATTGGAACAAGATGGTTTGATCTATCAAGCACAAGGCAGTGGTATTTATGTGAGAAATATTGCTGATGCCAATCGTATC 
AACGTCTTTAAGACTAATGGTTTCTCTAAAAGTTTAGGTGAACACCGAATGACAAGTAAGGTACTTGTTTTTAAGGAGAT 
TGCAACGCCACCTAAATCTGTACAAGATGAGCTCCAATTAAATGCAGATGATACCGTCTACTATTTAGAGCGATTAAGAT 
TCGTGGACGATGATGTTTTATGTATCGAATATTCTTATTATCATAAAGAAATCGTGAAATATTTAAATGATGATATTGCT 
AAGGGCTCTATCTTCGACTATTTAGAATCAAACATGAAACTTCGTATTGGTTTTTCAGATATTTTCTTTAATGTAGATCA 
ACTCACTTCAAGTGAAGCTTCATTACTACAATTGTCTACAGGTGAACCATGTTTACGTTACCACCAGACTTTTTATACAA 
TGACTGGCAAACCCTTTGATTCATCTGACATCGTATTTCATTATCGTCATGCACAGTTTTATATTCCTAGTAAAAAG 

>HGS067 (SEQ ID NO: 54) 

IEDRILLKYEHIAKQLNAFIHQSNFKPGDKLPSVTQLKERYQVSKSTIIKALGLLEQDGLI YQAQGSGIYVRNIA 
DANRINVFKTNGFSKSLGEHRMTSKVLVFKEIATPPKSVQDELQLNADDTVYYLERLRFVDDDVLCIEYSYYHKE 
IVKYLNDDIAKGSIFDYLESNMKLRIGFSDIFFNVDQLTSSEASLLQLSTGEPCLRYHQTFYTMTGKPFDSSDIV 
FH YRHAQ FY IPS KK 

>HGS068 (SEQ ID NO: 55) 

ATGACTGTAGAATGGTTAGCAGAACAATTAAAAGAACATAATATTCAATTAACTGAGACTCAAAAACAACAGTTTCAAAC 
AT AT T AT CGT T TACTTGTTG AATGG AATGAAAAGATGAAT TTGAC AAGT AT TACAGATGAAC AC GATGT AT ATT TGAAAC 
ATTTTTATGATTCCATTGCACCTAGTTTTTATTTTGATTTTAATCAGCCTATAAGTATATGTGATGTAGGCGCTGGAGCT 
GGTTTTCCAAGTATTCCGTTAAAAATAATGTTTCCGCAGTTAAAAGTGACGATTGTTGATTCATTAAATAAGCGTATTCA 
ATTTTTAAACCATTTAGCGTCAGAATTACAATTACAGGATGTCAGCTTTATACACGATAGAGCAGAAACATTTGGTAAGG 
GTGTCTACAGGGAGTCTTATGATGTTGTTACTGCAAGAGCAGTAGCTAGATTATCCGTGTTAAGTGAATTGTGTTTACCG 
CTAGTTAAAAAAGGTGGACAGTTTGTTGCATTAAAATCTTCAAAAGGTGAAGAAGAATTAGAAGAAGCAAAATTTGCAAT 
TAGTGTGTTAGGTGGTAATGTTACAGAAACACATACCTTTGAATTGCCAGAAGATGCTGGAGAGCGCCAGATGTTCATTA 
TTGATAAAAAAAGACAGACGCCGAAAAAGTATCCAAGAAAACCAGGGACGCTAATAAGACTCCTTTACTTGAAAAA 

>HGS068 (SEQ ID NO:56) 

MTVEWLAEQLKEHNIQLTETQKQQFQTYYRLLVEWNEKMNLTS I TDEHDVYLKHFYDS I APS FYFDFNQP I S I CD 
VGAGAGFPSIPLKIMFPQLKVTIVDSLNKRIQFLNHLASELQLQDVSFIHDRAETFGKGVYRESYDWTARAVAR 
LSVLSELCLPLVKKGGQFVALKSSKGEEELEEAKFAISVLGGNVTETHTFELPEDAGERQMFI IDKKRQTPKKYP 
RKPGTPNKTPLLEK 

>HGS069 (SEQ ID NO: 57) 

ATGGCACATACCATTACGATTGTTGGCTTAGGAAACTATGGCATTGATGATTTGCCGCTAGGGATATATAAATTTTTAAA 
GACACAAGATAAAGTTTATGCAAGAACGTTAGATCATCCAGTTATAGAATCATTGCAAGATGAATTAACATTTCAGAGTT 
TTGACCATGTTTATGAAGCACATAACCAATTTGAAGATGTCTATATTGATATTGTGGCGCAATTGGTTGAAGCTGCTAAT 
GAAAAAGATATTGTCTATGCGGTTCCGGGTCATCCTAGAGTTGCTGAGACAACTACAGTGAAATTACTGGCTTTAGCAAA 
GGACAATACTGATATAGATGTGAAAGTTTTAGGTGGGAAAAGCTTTATTGATGATGTGTTTGAAGCAGTTAATGTAGATC 
CAAATGATGGCTTCACACTGTTAGATGCGACATCATTACAAGAAGTAACACTTAATGTTAGAACGCATACATTGATTACG 
CAAGTTTATAGTGCAATGGTTGCTGCTAATTTGAAAATCACTTTAATGGAACGATATCCTGATGATTACCCTGTTCAAAT 
TGTCACTGGTGCACGAAGCGATGGTGCGGATAACGTTGTGACATGCCCATTATATGAATTGGATCATGATGAAAATGCAT 
TCAATAATTTGACGAGTGTATTCGTACCAAAAATCATAACATCGACATATTTGTATCATGACTTTGATTTTGCAACGGAA 
GTG AT TG AT AC T T T AGTTG ATG AAG AT AAAGGTTGT C C ATGGG AT AAAGTG C AAACG C a TGmAAc g C T AAAG CGT TATTT 
ACTTGAAGAAACATTTGAATTGTTCGAAGCTATTGACAATGAAGATGATTGGCATATGATTGAAGAACTAGGAGATATTT 
TATTACAAGTGTTATTGCATACTAGTATTGGTAAAAAAGAAGGGTATATCGACATTAAAGAAGTGATTACAAGTCTTAAT 
GCTAAAATGATTCGTAGACACCCACACATATTTGGTGATGCCAATGCTGAAACTATCGATGACTTAAAAGAAATTTGGTC 
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TAAGGCGAAAGATGCTGAAGGTAAACAGCCAAGAGTTAAATTTGAAAAAGTATTTGCAGAGCATTTTTTAAATTTATATG 
AGAAGACGAAGGATAAGTCATTTGATGAGGCCGCGTTAAAGCAGTGGCTAGAAAAAGGGGAGAGTAATACA 

>HGS06 9 (SEQ ID NO: 58) 

MAHTITIVGLGNYGIDDLPLGIYKFLKTQDKVY7VRTLDHPVIESLQDELTFQSFDHVYEAHNQFEDVYIDIVAQL 
VEAANEKDIVYAVPGHPRVAETTWKLLALAKDNTDIDVKVLGGKSFI^ 

LNVRTHTLITQVYSAMVAANLKITLMERYPDDYPVQIVTGARSDGADNWTCPLYELDHDENAFNNLTSVFVPKI 
ITSTYLYHDFDFATEVIDTLVDEDKGCPWDKVQTHXTLKRYLLEETFELFEAIDNEDDWHMIEELGDILLQVLLH 
TSIGKKEGYIDIKEVITSLNAKMIRRHPHIFGDANAETIDDLKEIWSKAKDAEGKQPRVKFEKVFAEHFLNLYEK 
TKDKSFDEAALKQWLEKGESNT 

>HGS070 (SEQ ID NO: 59) 

AATGTAAATCATTCTAATAAAACGACAACTGTGTCTTCTTTACTTGTATATGTTACATATATTCACGATAGAGAGGATAA 
GAAAATGGCTCAAATTTCTAAATATAAACGTGTAGTTTTGAAACTAAGTGGTGAAGCGTTAGCTGGAGAAAAAGGATTTG 
GCATAAATCCAGTAATTATTAAAAGTGTTGCTGAGCAAGTGGCTGAAGTTGCTAAAATGGACTGTGAAATCGCAGTAATC 
GTTGGTGGCGGAAACATTTGGAGAGGTAAAACAGGTAGTGACTTAGGTATGGACCGTGGAACTGCTGATTACATGGGTAT 
GCTTGCAACTGTAATGAATGCCTTAGCATTACAAGATAGTTTAGAACAATTGGATTGTGATACACGAGTATTAACATCTA 
TTGAAATGAAGCAAGTGGCTGAACCTTATATTCGTCGTCGTGCAATTAGACACTTAGAAAAGAAACGCGTAGTTATTTTT 
GCTGCAGGTATTGGAAACCCATACTTCTCTACAGATACTACAGCGGCATTACGTGCTGCAGAAGTTGAAGCAGATGTTAT 
TTTAATGGGCAAAAATAATGTAGATGGTGTATATTCTGCAGATCCTAAAGTAAACAAAGATGCGGTAAAATATGAACATT 
TAACGCATATTCAAATGCTTCAAGAAGGTTTACAAGTAATGGATTCAACAGCATCCTCATTCTGTATGGATAATAACATT 
CCGTTAACTGTTTTCTCTATTATGGAAGAAGGAAATATTAAACGTGCTGTTATGGGTGAAAAGATAGGTACGTTAATTAC 
AAAA 

>HGS070 (SEQ ID NO: 60) 
NVNHSNKTTTVSSLLVYVTYIHDREDKK14AQIS 

E I AV I VGGGN I WRGKTGSDLGNtDRGTADYMGMLATVMNALALQDSLEQLDCDTRVLTS I EMKQVAE P Y I RRRAI R 

HLEKKRVVIFAAGIGNPYFSTDTTAALRAAEVEADVILMGKNNVDGVYSADPKVNKDAVKYEHL 

VMDSTASSFCMDNNIPLTVFSIMEEGNIKRAVMGEKIGTLITK 

>HGS071 D-alanyl-alanine ligase( DdlA) (SEQ ID NO: 61) 

ATGACAAAAGAAAATATTTGTATCGTTTTTGGAGGGAAAAGTGCAGAACACGAAGTATCGATTCTGACAGCACAAAATGT 
ATTAAATGCAATAGATAAAGACAAATATCATGTTGATATCATTTATATTACCAATGATGGTGATTGGAGAAAGCAAAATA 
ATATTACAGCTGAAATTAAATCTACTGATGAGCTTCATTTAGAAAATGGAGAGGCGCTTGAGATTTCACAGCTATTGAAA 
GAAAGTAGTTCAGGACAACCATACGATGCAGTATTCCCATTATTACATGGTCCTAATGGTGAAGATGGCACGATTCAAGG 
GCTTTTTGAAGTTTTGGATGTACCATATGTAGGAAATGGTGTATTGTCAGCTGCAAGTTCTATGGACAAACTTGTAATGA 
AACAATTATTTGAACATCGAGGGTTACCACAGTTACCTTATATTAGTTTCTTACGTTCTGAATATGAAT^AATATGAACAT 
AACATTTTAAAATTAGTAAATGATAAATTAAATTACCCAGTCTTTGTTAAACCTGCTAACTTAGGGTCAAGTGTAGGTAT 
CAGTAAATGTAATAATGAAGCGGAACTTAAAGAAGGTATTAAAGAAGCATTCCAATTTGACCGTAAGCTTGTTATAGAAC 
AAGG CG TT AACG C ACGTG AAAT TGAAGT AG C AGTT TT AGG AAATG AC TAT C C TG AAG CGAC ATGGCC AGGTG AAGT CGT A 
AAAGATGTCGCGTTTTACGATTACAAATCAAAATATAAAGATGGTAAGGTTCAATTACAAATTCCAGCTGACTTAGACGA 
AGATGTTCAATTAACGCTTAGAAATATGGCATTAGAGGCATTCAAAGCGACAGATTGTTCTGGTTTAGTCCGTGCTGATT 
TCTTTGTAACAGAAGACAACCAAATATATATTAATGAAACAAATGCAATGCCTGGATTTACGGCTTTCAGTATGTATCCA 
AAGTTATGGGAAAATATGGGCTTATCTTATCCAGAATTGATTACAAAACTTATCGAGCTTGCTAAAGAACGTCACCAGGA 
TAAACAGAAAAATAAATACAAAATTGAC 

>HGS071 D-alanyl-alanine ligase (DdlA) (SEQ ID NO:62) 

MTKEN I C I VFGGKS AEHEVS I LTAQNVLNAI DKDKYHVDI I Y I TNDGDWR KQNN I T AE I KSTDELHLENGEALE I 
SQLLKE S S SGQP YDAVFPLLHGPNGEDGT I QGLFEVLDVP YVGNGVLS AAS SMDKLVMKQLFEHRGLPQLP Y I S F 
LRS EYE KYEHNI LKLVNDKLNYPVFVKPANLGS SVG I S KCNNEAELKEG I KE AFQFDRKLV I EQGVNARE I E VAV 
LGNDYPEATWPGEWKDVAFYDYKS KYKDGKVQLQIPADLDEDVQLTLRNMALEAFKATDCSGLVRADFFVTEDN 
QIYINETNAMPGFTAFSMYPKLWENMGLSYPELITKLIELAKERHQDKQKNKYKID 

>HGS072 Farnesyl diphosphatesynthase (IspA) (SEQ ID NO: 63) 

ATGACGAATCTACCGATGAATAAATTAATAGATGAAGTCAATAATGAATTATCGGTTGCGATAAATAAATCAGTAATGGA 
T AC T C AGC T AG AAGAAAGT ATGT TG T ATT C ATT AAATGCT GG AGGT AAACG C AT C CGAC C AGT T CTG T T ATT AC T C ACTT 
TAG AT T C AC T AAAT AC CG AGT ATGAGTT AGGT ATGAAGAG CG C AATTG C AC TAG AAATG ATT CAT AC AT ATT C AC T T ATT 
CATGATGACCTACCAGCGATGGATAATGATGATTATCGACGAGGAAAATTAACAAATCATAAAGTATATGGTGAGTGGAC 
TGCGATATTAGCAGGTGATGCTTTATTAACTAAAGCATTTGAACTTATTTCAAGTGATGATAGATTAACTGATGAAGTAA 
AAAT AAAAG TT C T AC AACGGCTGT C AAT AG C AAGTGGT C ATGTTGG AATGG T CGG C GGT C AAATGT T AGAT ATG C AAAG C 
GAAGGCCAACCAATTGATCTTGAAACTTTGGAAATGATACACAAAACAAAAACAGGAGCATTATTAACTTTTGCGGTTAT 
GAGTGCAGCAGATATCGCTAATGTCGATGATACAACTAAAGAACATTTAGAAAGTTATAGTTATCATTTAGGTATGATGT 
TCCAGATTAAAGATGATTTATTAGACTGCTATGGTGATGAAGCAAAGTTAGGTAAAAAAGTGGGCAGCGATCTTGAAAAT 
AATAAAAGTACGTACGTGAGTTTATTAGGGAAAGATGGCGCAGAAGATAAATTGACTTATCATAGAGACGCAGCAGTGGA 
TGAACTAACGCAAATTGATGAACAATTCAATACAAAACACTTATTAGAAATCGTTGATTTA 
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>HGS072 Farnesyl diphosphate synthase (IspA) (SEQ ID NO: 64) 
MTNLP^KL I DE VNNE LS VAI NKS 

TYSLIHDDLPAMDNDDYRRGKLTNHKVYGEWTAILAGDALLTK^ 

VGGQMLDMQSEGQPIDLETLEMIHKTKTGALLTFAVMSAADIANVDDTTKEHLESYSYHLGMMFQIKDDLLDCYG 
DEAKXjGKKVGSDLENNKSTYVSLLGKDGAEDKLTYHRDAAVDELTQIDEQFNTKHLLEIVDL 

>HGS073 Diphosphate Synthase (IspB) (SEQ ID NO:65) 

TTTGTTATTCTGAGTAGCCAATTTGGCAAAGATGAACAAACGTCTGAACAAACGTATCAAGTTGCAGTCGCATTAGAGTT 
AATTCATATGGCAACACTTGTTCATGATGACGTTATTGATAAAAGCGACAAGCGTCGAGGCAAGTTAACCATATCAAAGA 
AATGGGATCAGACAACTGCTATTTTAACTGGGAATTTTTTATTGGCATTAGGACTTGAACACTTAATGGCCGTTAAAGAT 
AATCGTGTACATCAATTGATATCTGAATCTATCGTTGATGTTTGTAGAGGGGAACTTTTCCAATTTCAAGACCAATTTAA 
CAGTCAACAGACAATTATTAATTATTTACGACGTATCAATCGCAAAACAGCACTGTTAATTCAAATATCAACTGAAGTTG 
GTGCAATTACTTCTCAATCTGATAAAGAGACTGTACGAAAATTGAAAATGATTGGTCATTATATAGGTATGAGCTTCCAA 
ATCATTGATGATGTATTAGACTTCACAAGTACCGAAAAGAAATTAGGTAAGCCGGTCGGAAGTGATTTGCTTAATGGTCA 
TATTACGTTACCGATtTTATTAGAAATGCGTAAAAATCCAGACTTCAAATTGAAAATCGAACAGTTACGTCGTGATAGTG 
AACGCAAAGAATTTGAAGAATGTATCCAAATCATTAGAAAATCTGACAGCATCGATGAGGCTAAGGCAGTAAGTTCGAAG 
TATTTAAGTAAAGCyTTGAATTTGATTTCyGAGTTACCAGATGGACATCCGAGATCACTACyTTTAAGTTTGACGAAAAA 
AATGGGTTCAAnAAACACG 

>HGS073 Diphosphate Synthase (IspB) (SEQ ID NO: 66) 

FVILSSQFGKDEQTSEQTYQVAVALELIHMATLVHDDVIDKSDKRRGKLTISKKWDQTTAILTGNFLLALGLEHL 
MAVKDNRVHQLISESIVDVCRGELFQFQDQFNSQQTIINYLRRINRKTALLIQISTEVGAITSQSDKETVRKLKM 
IGHYIGMSFQIIDDVLDFTSTEKKLGKPVGSDLIiNGHITLPILLEMRKNPDFKLKIEQLRRDSERKEFEECIQII 
RKSDSIDEAKAVSSKYLSKALNLISELPDGHPRSLXLSLTKKMGSXNT 

>HGS074 Undecaprenyl Pyrophosphate Synthetase (UppS) (SEQ ID NO: 67) 

GTAAATTATATTATGAATTTGCCTGTCAATTTCTTAAAGACATTCTTACCGGAACTAATTGAAAAAAATGTCAAAGTTGA 
AAC AAT TGG AT T T ACTGAT AAGTTGCC AAAAT CAACGAT AGAAGC AAT T AAT AATG CymAAGAAAAGACAG CT AAT AAT A 
CCGGCTTAAAATTAATATTTGCAATTAATTATGGTGGCAGAGCAGAACTTGTTCATAGTATTAAAAATATGTTTGACGAG 
CT T CAT C AAC AAGGTTT AAAT AGTGAT AT C AT AG ATGAAAC AT AT AT AAAC AAT CAT T T AATGAC AAAAG AC T AT C CTG A 
TCCAGAGTTGTTAATTCGTACTTCAGGAGAACAAAGAATAAGTAATTTCTTGATTTGGCAAGTTTCGTATAGTGAATTTA 
TCTTTAATCAAAAATTATGGCCTGACTTTGACGAAGATGAATTAATTAAATGTATAAAAATTTATCAGTCACGTCAAAGA 
CGCTTTGGCGGATTGAGTGAGGAG 

>HGS074 Undecaprenyl Pyrophosphate Synthetase (UppS) (SEQ ID NO: 68) 
VNYIl^LPVNFLKTFLPELIEKNVKVETIGFTDKLPKSTIEAINNAXEKTANNTGLKLIFAINYGGRAELVHSIK 
NMFDELHQQGLNSDI IDETYINNHLMTKDYPDPELLIRTSGEQRISNFLIWQVSYSEFIFNQKLWPDFDEDELIK 
C I KI YQS RQRRFGGLS EE 

>HGS075 YycG (SEQ ID NO: 69) 

ATGAAGTGGCTAAAACAACTACAATCCCTTCATACTAAATTTGTAATTGTTTATGTATTACTGATTATCATTGGTATGCA 
AATTATCGGGTTATATTTTACAAATAACCTTGAAAAAGAGCTGCTTGATAATTTTAAGAAGAATATTACGCAGTACGCGA 
AACAATTAGAAATTAGTATTGAAAAAGTATATGACGAAAAGGGCTCCGTAAATGCACAAAAAGATATTCAAAATTTATTA 
AGTGAGTATGCCAACCGTCAAGAAATTGGAGAAATTCGTTTTATAGATAAAGACCAAATTATTATTGCGACGACGAAGCA 
GTCTAACCGTAGTCTAATCAATCAAAAAGCGAATGATAGTTCTGTCCAAAAAGCACTATCACTAGGACAATCAAACGATC 
ATTTAATTTTAAAAGATTATGGCGGTGGTAAGGACCGTGTCTGGGTATATAATATCCCAGTTAAAGTCGATAAAAAGGTA 
ATTGGTAATATTTATATCGAATCAAAAATTAATGACGTTTATAACCAATTAAATAATATAAATCAAATATTCATTGTTGG 
TACAGCTATTTCATTATTAATCACAGTCATCCTAGGATTCTTTATAGCGCGAACGATTACCAAACCAATCACCGATATGC 
GT AAC C AG ACGGT CG AAATGT C C a GAGGT AAC T AT ACG C AACGT GTG AAGATT T ATGGT AATG ATG AAAT TGG CGAATT A 
GCTTTAGCATTTAATAACTTGTCTAAACGTGTACAAGAAGCGCAGGCTAATACTGAAAGTGAGAAACGTAGACTGGACTC 
AGTTATCACCCATATGAGTGATGGTATTATTGCAACAGACCGCCGTGGACGTATTCGTATCGTCAATGATATGGCACTCA 
AGATGCTTGGTATGGCGAAAGAAGACATCATCGGATATTACATGTTAAGTGTATTAAGTCTTGAAGATGAATTTAAACTG 
GAAGAAATTCAAGAGAATAATGATAGTTTCTTATTAGATTTAAATGAAGAAGAAGGTCTAATCGCACGTGTTAACTTTAG 
TACGATTGTGCAGGAAACAGGATTTGTAACTGGTTATATCGCTGTGTTACATGACGTAACTGAACAACAACAAGTTGAAC 
GTGAGCGTCGTGAATTTGTTGCCAATGTATCACATGAGTTACGTACACCTTTAACTTCTATGAATAGTTACATTGAAGCA 
CTTGAAGAAGGTGCATGGAAAGATGAGGAACTTGCGCCACAATTTTTATCTGTTACCCGTGAAGAAACAGAACGAATGAT 
TCGACTGGTCAATGACTTGCTACAGTTATCTAAAATGGATAATGAGTCTGATCAAATCAACAAAGAAATTACGACTTTAA 
CATGTTCATTAATAAAATTATTAATCGACATGAAATGTCTGCGAAAGATACAACATTTATTCGAGATATTCCGAAAAAGA 
CGATTTTCACAGAATTTGATCCTGATAAAATGACGCAAGTATTTGATAATGTCATTACAAATGCGATGAAATATTCTAGA 
GG CG AT AAACG TG T CG AGT T C C ACG TG AAAC AAAAT C C AC TT T AT AAT C GAATG ACG AT T CGTATT AAAG AT AATGG CAT 
TGGTATTCCTATCAATAAAGTCGATAAGATATTCGACCGATTCTATCGTGTAGATAAGGCACGTACGCGTAAAATGGGTG 
GTACTGGATTAGGACTAGCCATTTCGAAAGAGATTGTGGAAGCGCACAATGGTCGTATTTGGGCAAACAGTGTAGAAGGT 
CAAGGTACATCTATCTTTATCACACTTCCATGTGAAGTCATTGAAGACGGTGATTGGGATGAA 

>HGS075 YycG (SEQ ID NO: 70) 

MKWLKQLQSLHTKFVIVYVLLIIIGMQI IGLYFTNNLEKELLDNFKKNITQYAKQLEISIEKVYDEKGSVNAQKD 
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IQNLLSEYANRQEIGEIRFIDKDQI I IATTKQSNRSLINQKANDSSVQKALSLGQSNDHLILKDYGGGKDRVWVY 
NI PVKVDKKVIGNIYIESKINDVYNQLNNINQIFIVGTAISLLITVILGFFIARTITKPITDMRNQTVEMSRGNY 
TQRVKIYGNDEIGELALAFNNLSKRVQEAQANTESEKRRLDSVITHMSDGIIATDRRGRIRIVNDMA^ 
EDIIGYYMLSVLSLEDEFKLEEIQENNDSFLLDLNEEEGLIARVNFSTIVQETGFVTGYIAVLHDVTEQQQVERE 
RREFVANVSHELRTPLTSMNSYIEALEEGAWKDEELAPQFLSVTREET^ 

IDFNMFINKIINRHEMSAKDTTFIRDIPKKTIFTEFDPDKMTQVFDNVITNAMKYSRGDKRVEFHVKQNPLYNRM 
TIRIKDNGIGIPINKVDKIFDRFYRVDKARTRKMGGTGLGLAISKEIVEAHNGRIWANSVEGQGTSIFITLPCEV 
I EDGDWDE 

>pbpl (SEQ ID NO: 71) 

ATGGCGAAGCAAAAAATTAAAATTAAAAAAAATAAAATAGGGGCAGTCCTACTTGTTGGTTTATTCGGACTGCTCTTTTT 
TATATTGGTTTTAAGAATTTCATATATCATGATTACTGGACATTCTAATGGTCAAGATTTAGTCATGAAGGCAAATGAAA 
AGTATTTAGTTAAGAATGCACAACAACCAGAACGAGGAAAGATATATGATCGTAATGGTAAAGTGCTAGCAGAAGATGTA 
GAAAGATATAAACTTGTTGCAGTAATAGATAAAAAGGCGAGTGCCAATTCTAAAAAACCTAGGCATGTAGTTGATAAAAA 
AGAGACTGC AAAG AAATT AT C T ACAGT C AT T AAT ATGAAG C CAGAGG AAAT TGAAAAGAG ACTT AGT C AAAAG AAAG CTT 
T C CAAATTGAAT TTGGACG C AAAGGAAC AAAT TT AACGT AT CAGGACAAAT TG AAAATAGAG AAAATGAAT TTGC CTGGT 
ATTTCTTTATTGCCTGAAACAGAACGCTTTTATCCAAATGGCAATTTTGCATCACACTTAATTGGTAGAGCTCAGAAAAA 
TCCGGATACTGGTGAACTTAAAGGTGCACTTGGAGTTGAAAAGATTTTTGATAGTTATTTAAGTGGATCTAAAGGATCAT 
TGAGATATATTCATGATATTTGGGGATATATCGCACCAAATACTAAAAAAGAGAAGCAGCCTAAACGTGGTGATGATGTC 
CATTTAACAATCGATTCAAATATTCAAGTATTTGTTGAAGAAGCTTTAGATGGCATGGTTGAAAGATACCAGCCGAAAGA 
TTTATTTGCGGTTGTCATGGATGCCAAAACTGGAGAAATTTTAGCATACAGTCAGCGACCAACATTTAATCCTGAAACTG 
GTAAAGACTTTGGTAAAAAGTGGGCAAATGACCTTTATCAAAACACATACGAGCCTGGATCAACATTTAAATCATATGGG 
TTAGCAGCTGCTATTCAAGAAGGTGCTTTTGATCCTGATAAGAAATATAAATCTGGACATAGAGATATTATGGGTTCACG 
TATTTCAGACTGGAATAGAGTCGGTTGGGGTGAAATCCCAATGTCACTCGGATTTACTTATTCATCTAATACATTGATGA 
TGCATTTACAAGATTTAGTTGGTGCAGACAAAATGAAATCTTGGTATGAACGATTTGGATTTGGAAAATCAACTAAAGGT 
ATGTTTGATGGAGAAGCACCTGGTCAAATTGGATGGAGTAATGAGTTGCAACAAAAAACGTCATCATTTGGTCAATCGAC 
AACAGTAACACCTGTTCAAATGTTACAAGCGCAATCAGCGTTCTTTAATGATGGTAATATGTTAAAACCATGGTTTGTGA 
AT AG CGTTGAAAAT C C TGTT AGT AAAAGAC AAT TT TAT AAAGGGCAAAAACAAAT CGC AGG C AAAC C AAT AAC AAAAGAT 
ACTGCTGAAAAAGTTGAAAAGCAATTGGATTTAGTTGTGAATAGTAAGAAGAGTCACGCTGCAAACTATCGTATTGATGG 
TTATGAGGTCGAAGGTAAGACTGGTACAGCACAAGTCGCTGCACCTAATGGTGGTGGATACGTTAAAGGTCCAAACCCAT 
ATTTTGTAAGTTTTATGGGTGACGCGCCGAAGAAAAATCCTAAAGTTATTGTATACGCTGGTATGAGCTTGGCACAAAAA 
AATGACCAAGAAGCTTATGAATTAGGTGTTAGTAAAGCGTTTAAACCAATAATGGAAAATACTTTGAAATATTTAAATGT 
AGGTAAATCAAAAGATGACACATCTAATGCAGAGTATAGTAAAGTGCCAGATGTTGAAGGTCAAGACAAACAAAAAGCTA 
TTGATAATGTGAGTGCAAAATCATTAGAACCAGTTACTATTGGTTCTGGCACACAAATAAAAGCACAATCTATAAAAGCA 
GGGAATAAAGTCTTACCTCATAGTAAAGTACTGTTATTAACAGATGGAGACTTAACTATGCCTGACATGTCAGGATGGAC 
GAAAGAAGATGTCATTGCTTTTGAAAACCTAACAAATATTAAAGTAAATTTAAAAGGTAGCGGTTTTGTGTCCCACCAAT 
CAATTAGTAAGGGACAAAAACTTACTGAAAAAGATAAAATAGACGTAGAATTTTCATCAGAGAATGTAGACAGCAATTCG 
ACGAATAATTCTGATTCAAATTCAGATGATAAGAAGAAATCTGACAGTAAAACTGACAAGGATAAGTCGGAC 

>Pbpl (SEQ ID NO: 72) 

MAKQKIKIKKNKIGAVLLVGLFGLLFFILVLRISYIMITGHSNGQDLVMKANEKYLVKNAQQPERGKIYDRNGKV 
LAEDVERYKXVAVIDKKASANSKKPRHWDKKETAKKLSTO 

LKIEKMNLPGISLLPETERFYPNGNFASHLIGRAQKNPDTGELKGALGVEKIFDSYLSGSKGSLRYIHDIWGYIA 
PNTKKEKQPKRGDDVHLTIDSNIQVFVEEALDGrWERYQPKDLFAVVMDAKTGEILAYSQRPTFNPETGKDFGKK 
WANDLYQNTYEPGSTFKSYGLAAAIQEGAFDPDKKYKSGHRDIMGSRISDWNRVGWGEIPMSLGFTYSSNTLMMH 
LQDLVGADKMKSWYERFGFGKSTKGMFDGEAPGQIGWSNELQQKTSSFGQSTTVTPVQMLQAQSAFFNDGNMLKP 
W FVN S VEN P VS KRQ F Y KGQ KQ I AG KP I T KDT AE KVE KQ LD LWN S KKS HAAN Y R I DG Y EVE G KTG TAQ V AAPNGG 
G YV KG PN P Y FVS FMGD AP KKN P KV I V Y AGM S LAQKND Q E A Y E LG V S KAF KP I MENTL KYLNVG KS KDD T S NAE Y S 
KVPDVEGQDKQKAIDNVSAKSLEPVTIGSGTQIKAQSIKAGNKVLPHSKVLLLTDGDLTMPDMSGWTKEDVIAFE 
NLTNIKVNLKGSGFVSHQSISKGQKLTEKDKIDVEFSSENVDSNSTNNSDSNSDDKKKSDSKTDKDKSD 

>deaD ( SEQ ID NO: 73) 

ATTCGCAAATTGCTTTATTGCGATTAAATTTTTTTGGTGGTACTATATAGAAGTTGATGAAATATTAATGAACTTATATG 
C AAAAGT AT AT TG AG AAAT AAAC AGGT AAAAAGGAG AAT TAT T T TG C AAAAT TTTAAAGAACT AGGGATT T CGG AT AAT A 
CGGTTCAGTCACTTGAATCAATGGGATTTAAAGAGCCGACACCTATCCAAAAAGACAGTATCCCTTATGCGTTACAAGGA 
ATTGATATCCTTGGGCAAGCTCAAACCGGTACAGGTAAAACAGGAGCATTCGGTATTCCTTTAATTGAGAAAGTAGTAGG 
GAAACAAGGGGTTCAATCGTTGATTTTAGCACCTACAAGAGAATTGGCAATGCAGGTAGCTGAACAATTAAGAGAATTTA 
GCCGTGGACAAGGTGTCCAAGTTGTTACTGTATTCGGTGGTATGCCTATCGAACGCCAAATTAAAGCCTTGAAAAAAGGC 
CCACAAATCGTAGTCGGAACACCTGGGCGTGTTATCGACCATTTAAATCGTCGCACATTAAAAACGGACGGAATTCATAC 
TTTGATTTTAGATGAAGCTGATGAAATGATGAATATGGGATTCATCGATGATATGAGATTTATTATGGATAAAATTCCAG 
CAGTACAACGTCAAACAATGTTGTTCTCAGCTACAATGCCTAAAGCAATCCAAGCTTTAGTACAACAATTTATGAAATCA 
CCAAAAATCATTAAGACAATGAATAATGAAATGTCTGATCCACAAATCGAAGAATTCTATACAATTGTTAAAGAATTAGA 
GAAATTTGATACATTTACAAATTTCCTAGATGTTCATCAACCTGAATTAGCAATCGTATTCGGACGTACAAAACGTCGTG 
TTGATGAATTAACAAGTGCTTTGATTTCTAAAGGATATAAAGCTGAAGGTTTACATGGTGATATTACACAAGCGAAACGT 
T TAGAAGT ATT AAAG AAATT TAAAAATG AC C AAAT T AAT AT T T TAG T CG CT AC TG AT GT AGC AG C AAGAGG AC T AG AT AT 
T T C TGGTGTG AGT C ATGTTT AT AAC TT TG AT AT AC C T C AAG AT AC TG AAAG C T AT AC AC AC CG T ATTGGT CGT ACGGGTC 
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GTGC TGGT AAAG AAGGT AT CGCTGT AACGT TTGT T AAT CC AAT CG AAATGGAT TAT AT C AG AC AAAT TG AAG ATGC AAAC 
GGTAGAAAAATGAGTGCACTTCGTCCACCACATCGTAAAGAAGTACTTCAAGCACGTGAAGATGACATCAAAGAAAAAGT 
TGAAAACTGGATGTCTAAAGAGTCAGAATCACGCTTGAAACGCATTTCTACAGAGTTGTTAAATGAATATAACGATGTTG 
ATTTAGTTGCTGCACTTTTACAAGAGTTAGTAGAAGCAAACGATGAAGTTGAAGTTCAATTAACTTTTGAAAAACCATTA 
TCTCGCAAAGGCCGTAACGGTAAACCAAGTGGTTCTCGTAACAGAAATAGTAAGCGTGGTAATCCTAAATTTGACAGTAA 
GAGTAAACGTTCAAAAGGATACTCAAGTAAGAAGAAAAGTACAAAAAAATTCGACCGTAAAGAGAAGAGCAGCGGTGGAA 
GCAGACCTATGAAAGGTCGCACATTTGCTGACCATCAAAAATAATTTATAGATTAAGAGCTTAAAGATGTAATGTCT 

>DeaD (SEQ ID NO: 74) 

NINELICKSILRNKQVKRRIILQNFKELGISDNTVQSLESMGFKEPTPIQKDSIPYALQGIDILGQAQTGTGKTG 
AFGIPLIEKVVGKQGVQSLILAPTRELAMQVAEQLREFSRGQGVQVVTVFGGMPIERQIKALKKGPQIVVGTPGR 
VIDHLNRRTLKTDGIHTLILDEADEMMNM^ 

TMNNEMSDPQIEEFYTIVKELEKFDTFTNFLDVHQPELAIVFGRTKRRVDELTSALISKGYKAEGLHGDITQAKR 
LEVLKKFKNDQINILVATDVAARGLDISGVSHVYNFDIPQDTESYTHRIGRTGRAGKEGIAVTFVNPIEMDYIRQ 
IEDANGRKMSALRPPHRKEVLQAREDDIKEKVENWMSKE 

EVQLTFEKPLSRKGRNGKPSGSRNRNSKRGNPKFDSKSKRSKGYSSKKKSTKKFDRKEKSSGGSRPMKGRTFADH 
Q 
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[0057] The present invention further encompasses nucleic acid molecules of the 
present invention that are chemically synthesized, or reproduced as peptide nucleic acids 
(PNA), or according to other methods known in the art. The use of PNAs would serve as 
the preferred form if the nucleic acid molecules of the invention are incorporated onto a 
solid support, or gene chip. For the purposes of the present invention, a peptide nucleic 
acid (PNA) is a polyamide type of DNA analog and the monomeric units for adenine, 
guanine, thymine and cytosine are available commercially (Perceptive Biosystems). 
Certain components of DNA, such as phosphorus, phosphorus oxides, or deoxyribose 
derivatives, are not present in PNAs. For general review, see, e.g., P. E. Nielsen, M. 
Egholm, R. H. Berg and O. Buchardt, Science 254, 1497 (1991); and M. Egholm, O. 
Buchardt, L.Christensen, C. Behrens, S. M. Freier, D. A. Driver, R. H. Berg, S. K. Kim, B. 
Norden, and P. E. Nielsen, Nature 365, 666 (1993), hereby incorporated by reference 
herein. 

[0058] PNAs bind specifically and tightly to complementary DNA strands and are not 
degraded by nucleases. In fact, a PNA binds more strongly to DNA than does DNA itself. 
This is probably because there is no electrostatic repulsion between the two strands, and 
also the polyamide backbone is more flexible. Because of this, PNA/DNA duplexes bind 
under a wider range of stringency conditions than DNA/DNA duplexes, making it easier 
to perform multiplex hybridization. Smaller probes can be used than with DNA due to the 
strong binding. In addition, it is more likely that single base mismatches can be 
determined with PNA/DNA hybridization because a single mismatch in a PNA/DNA 15- 
mer lowers the melting point (T m ) by 8°-20° C, vs. 4°-16° C for the DNA/DNA 15-mer 
duplex. Also, the absence of charge groups in PNA means that hybridization can be done 
at low ionic strengths and reduce possible interference by salt during the analysis. 
[0059] By "isolated" polynucleotide sequence is intended a nucleic acid molecule, 
DNA or RNA, which has been removed from its native environment. This includes 
segments of DNA comprising the S. aureus polynucleotides of the present invention 
isolated from the native chromosome. These fragments include both isolated fragments 
consisting only of S. aureus DNA and fragments comprising heterologous sequences such 
as vector sequences or other foreign DNA. For example, recombinant DNA molecules 
contained in a vector are considered isolated for the purposes of the present invention 
which may be partially or substantially purified to exclude RNA or heterologous DNA. 
Isolated polynucleotides may be at least 10%, 20%, 30%, 40%, 50%, 60%, 70%, 75%, 
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80%, 85%, 90%, 95%, 96%, 97%, 98%, 99%, or 100% pure relative to heterologous 
polynucleotides (e.g., DNA or RNA) or relative to all materials and compounds other than 
the carrier solution. Further examples of isolated DNA molecules include recombinant 
DNA molecules introduced and maintained in heterologous host cells or purified (partially 
or substantially) DNA molecules in solution. Isolated RNA molecules include in vivo or 
in vitro RNA transcripts of the DNA molecules of the present invention. Isolated nucleic 
acid molecules according to the present invention further include such molecules produced 
synthetically which may be partially or substantially purified. The term "isolated" does 
not refer to genomic or cDNA libraries, whole cell mRNA preparations, genomic DNA 
digests (including those gel separated by electrophoresis), whole chromosomes, or sheared 
whole cell genomic DNA preparations or other compositions where the art demonstrates 
no distinguishing features of the polynucleotides sequences of the present invention. 
[0060] In addition, isolated nucleic acid molecules of the invention include DNA 
molecules which comprise a sequence substantially different from those described above 
but which, due to the degeneracy of the genetic code, still encode a S. aureus polypeptides 
and peptides of the present invention (e.g., polypeptides of Table 1). That is, all possible 
DNA sequences that encode the S. aureus polypeptides of the present invention. This 
includes the genetic code and species-specific codon preferences known in the art. Thus, 
it would be routine for one skilled in the art to generate the degenerate variants described 
above, for instance, to optimize codon expression for a particular host (e.g., change codons 
in the bacterial mRNA to those preferred by a mammalian or other bacterial host such as 
E. coli), 

[0061] The invention further provides isolated nucleic acid molecules having the 
nucleotide sequence shown in Table 1 or a nucleic acid molecule having a sequence 
complementary to one of the above sequences. Such isolated molecules, particularly DNA 
molecules, are useful as probes for gene mapping and for identifying S. aureus in a 
biological sample, for instance, by PCR or hybridization analysis (e.g., including, but not 
limited to, Northern blot analysis). In specific embodiments, the polynucleotides of the 
present invention are less than 300kb, 200kb, lOOkb, 50kb, 10,kb, 7.5kb, 5kb, 2.5kb, and 
lkb. In another embodiment, the polynucleotides comprising the coding sequence for 
polypeptides of the present invention do not contain genomic flanking gene sequences or 
contain only genomic flanking gene sequences having regulatory control sequences for the 
said polynucleotides. 
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[0062] In further embodiments, polynucleotides of the invention comprise at least 15, 
at least 30, at least 50, at least 100, or at least 250, at least 500, or at least 1000 contiguous 
nucleotides comprising the coding sequence for polypeptides of the present invention, but 
consist of less than or equal to 1000 kb, 500 kb, 250 kb, 200 kb, 150 kb, 100 kb, 75 kb, 50 
kb, 30 kb, 25 kb, 20 kb, 15 kb, 10 kb, or 5 kb of genomic DNA that flanks the 5' or 3' 
coding nucleotide set forth in Table 1. In further embodiments, polynucleotides of the 
invention comprise at least 15, at least 30, at least 50, at least 100, or at least 250, at least 
500, or at least 1000 contiguous nucleotides comprising the coding sequence for 
polypeptides of the present invention. In another embodiment, the nucleic acid 
comprising coding sequence for polypeptides of the present invention does not contain 
coding sequences of a genomic flanking gene (i.e., 5* or 3' to the Table 1 sequences in the 
genome). In other embodiments, the polynucleotides of the invention do not contain the 
coding sequence of more than 1000, 500, 250, 100, 50, 25, 20, 15, 10, 5, 4, 3, 2, or 1 
genomic flanking gene(s). 

[0063] The present invention is further directed to nucleic acid molecules encoding 
portions or fragments of the nucleotide sequences described herein. Uses for the 
polynucleotide fragments of the present invention include, but are not limited to, probes, 
primers, molecular weight markers and expressing the polypeptide fragments of the 
present invention. Fragments include portions of the nucleotide sequences of Table 1, at 
least 10 contiguous nucleotides in length selected from any two integers, one of which 
representing a 5' nucleotide position and a second of which representing a 3* nucleotide 
position, where the first nucleotide for each nucleotide sequence in Table 1 is position 1 . 
That is, every combination of a 5' and 3' nucleotide position that a fragment at least 10 
contiguous nucleotides in length could occupy is included in the invention as an individual 
species. "At least" means a fragment may be 10 contiguous nucleotide bases in length or 
any integer between 10 and the length of an entire nucleotide sequence minus 1. 
Therefore, included in the invention are contiguous fragments specified by any 5' and 3 5 
nucleotide base positions of a nucleotide sequences of Table 1 wherein the contiguous 
fragment is any integer between 10 and the length of an entire nucleotide sequence minus 
1. 

[0064] The polynucleotide fragments specified by 5' and 3' positions can be 
immediately envisaged using the clone description and are therefore not individually listed 
solely for the purpose of not unnecessarily lengthening the specifications. 
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[0065] Although it is particularly pointed out that each of the above-described species 
may be included in or excluded from the present invention. The above species of 
polynucleotides fragments of the present invention may alternatively be described by the 
formula "a to b"; where "a" equals the 5' nucleotide position and "b" equals the 3' 
nucleotide position of the polynucleotide fragment, where "a" equals as integer between 1 
and the number of nucleotides of the polynucleotide sequence of the present invention 
minus 10, where "b" equals an integer between 10 and the number of nucleotides of the 
polynucleotide sequence of the present invention; and where "a" is an integer smaller than 
"b" by at least 10. 

[0066] Again, it is particularly pointed out that each species of the above formula may 
be specifically included in, or excluded from, the present invention. 

[0067] Further, the invention includes polynucleotides comprising sub-genuses of 
fragments specified by size, in nucleotides, rather than by nucleotide positions. The 
invention includes any fragment size, in contiguous nucleotides, selected from integers 
between 10 and the length of an entire nucleotide sequence minus 1. Preferred sizes of 
contiguous nucleotide fragments include at least 20 nucleotides, at least 30 nucleotides, at 
least 40 nucleotides, at least 50 nucleotides, at least 60 nucleotides, at least 70 nucleotides, 
at least 80 nucleotides, at least 90 nucleotides, at least 100 nucleotides, at least 125 
nucleotides, at least 150 nucleotides, at least 175 nucleotides, at least 200 nucleotides, at 
least 250 nucleotides, at least 300 nucleotides, at least 350 nucleotides, at least 400 
nucleotides, at least 450 nucleotides, at least 500 nucleotides, at least 550 nucleotides, at 
least 600 nucleotides, at least 650 nucleotides, at least 700 nucleotides, at least 750 
nucleotides, at least 800 nucleotides, at least 850 nucleotides, at least 900 nucleotides, at 
least 950 nucleotides, at least 1000 nucleotides, at least 1050 nucleotides, at least 1100 
nucleotides, and at least 1150 nucleotides. Other preferred sizes of contiguous 
polynucleotide fragments, which may be useful as diagnostic probes and primers, include 
fragments 50-300 nucleotides in length which include, as discussed above, fragment sizes 
representing each integer between 50-300. Larger fragments are also useful according to 
the present invention corresponding to most, if not all, of the polynucleotide sequences of 
the sequence listing, shown in Table 1, or deposited clones. The preferred sizes are, of 
course, meant to exemplify not limit the present invention as all size fragments, 
representing any integer between 10 and the length of an entire nucleotide sequence minus 
1 of the sequence listing or deposited clones, may be specifically included in or excluded 
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from the invention. Additional preferred nucleic acid fragments of the present invention 
include nucleic acid molecules encoding epitope-bearing portions of the polypeptides 
(e.g., including but not limited to, nucleic acid molecules encoding epitope-bearing 
portions of the polypeptides which are shown in Table 4). 

[0068] In another aspect, the invention provides an isolated nucleic acid molecule 
comprising a polynucleotide which hybridizes under stringent hybridization conditions to 
a portion of a polynucleotide in a nucleic acid molecules of the invention described above, 
for instance, nucleotide sequences of Table 1. By "stringent hybridization conditions* 1 is 
intended overnight incubation at 42°C in a solution comprising: 50% formamide, 5x SSC 
(750 mM NaCl, 75 mM trisodium citrate), 50 mM sodium phosphate (pH 7.6), 5x 
Denhardt's solution, 10% dextran sulfate, and 20 |ag/ml denatured, sheared salmon sperm 
DNA, followed by washing the filters in O.lx SSC at about 65°C. Hybridizing 
polynucleotides are useful as diagnostic probes and primers as discussed above. Portions 
of a polynucleotide which hybridize to a nucleotide sequence in Table 1, which can be 
used as probes and primers, may be precisely specified by 5' and 3' base positions or by 
size in nucleotide bases as described above or precisely excluded in the same manner. 
Preferred hybridizing polynucleotides of the present invention are those that, when labeled 
and used in a hybridization assay known in the art (e.g., Southern and Northern blot 
analysis), display the greatest signal strength with the polynucleotides of Table 1 
regardless of other heterologous sequences present in equamolar amounts 
[0069] The nucleic acid molecules of the present invention, which encode a S. aureus 
polypeptide, may include, but are not limited to, nucleic acid molecules encoding the full- 
length S. aureus polypeptides of Table 1. Also included in the present invention are 
nucleic acids encoding the above full-length sequences and further comprise additional 
sequences, such as those encoding an added secretory leader sequence, such as a pre-, or 
pro- or prepro- protein sequence. Further included in the present invention are nucleic 
acids encoding the above full-length sequences and portions thereof and further comprise 
additional heterologous amino acid sequences encoded by nucleic acid sequences from a 
different source. 

[0070] Also included in the present invention are nucleic acids encoding the above 
protein sequences together with additional, non-coding sequences, including for example, 
but not limited to non-coding 5' and 3' sequences. These sequences include transcribed, 
non-translated sequences that may play a role in transcription, and mRNA processing, for 
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example, ribosome binding and stability of mRNA. Also included in the present invention 
are additional coding sequences which provide additional functionalities. 
[0071] Thus, a nucleotide sequence encoding a polypeptide may be fused to a marker 
sequence, such as a sequence encoding a peptide which facilitates purification of the fused 
polypeptide. In certain preferred embodiments of this aspect of the invention, the marker 
amino acid sequence is a hexa-histidine peptide, such as the tag provided in a pQE vector 
(QIAGEN, Inc., 9259 Eton Avenue, Chatsworth, CA, 91311), among others, many of 
which are commercially available. For instance, hexa-histidine provides for convenient 
purification of the fusion protein. See Gentz et al. (1989) Proc. Natl. Acad. Sci. 86:821-24. 
The "HA" tag is another peptide useful for purification which corresponds to an epitope 
derived from the influenza hemagglutinin protein. See Wilson et al. (1984) Cell 37:767. 
As discussed below, other such fusion proteins include the S. aureus fused to Fc at the N- 
or C-terminus. 

Variant and Mutant Polynucleotides 
[0072] The present invention further relates to variants of the nucleic acid molecules 
which encode portions, analogs or derivatives of a S. aureus polypeptides of Table 1, and 
variant polypeptides thereof including portions, analogs, and derivatives of the S. aureus 
polypeptides. Variants may occur naturally, such as a natural allelic variant. By an 
"allelic variant" is intended one of several alternate forms of a gene occupying a given 
locus on a chromosome of an organism. See, e.g., B. Lewin, Genes IV (1990). 
Non-naturally occurring variants may be produced using art-known mutagenesis 
techniques. 

[0073] Such nucleic acid variants include those produced by nucleotide substitutions, 
deletions, or additions. The substitutions, deletions, or additions may involve one or more 
nucleotides. The variants may be altered in coding regions, non-coding regions, or both. 
Alterations in the coding regions may produce conservative or non-conservative amino 
acid substitutions, deletions or additions. Especially preferred among these are silent 
substitutions, additions and deletions, which do not alter the properties and activities of a 
S. aureus protein of the present invention or portions thereof. Also preferred in this regard 
are conservative substitutions. 

[0074] Such polypeptide variants include those produced by amino acid substitutions, 
deletions or additions. The substitutions, deletions, or additions may involve one or more 
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residues. Alterations may produce conservative or non-conservative amino acid 
substitutions, deletions, or additions. Especially preferred among these are silent 
substitutions, additions and deletions, which do not alter the properties and activities of a 
S. aureus protein of the present invention or portions thereof. Also especially preferred in 
this regard are conservative substitutions. 

[0075] The present invention also relates to recombinant vectors, which include the 
isolated nucleic acid molecules of the present invention, and to host cells containing the 
recombinant vectors, as well as to methods of making such vectors and host cells and for 
using them for production of S. aureus polypeptides or peptides by recombinant 
techniques. 

[0076] The present application is directed to nucleic acid molecules at least 90%, 95%, 
96%, 97%, 98%, 99% or 100% identical to a nucleic acid sequence shown in Table 1. The 
above nucleic acid sequences are included irrespective of whether they encode a 
polypeptide having S. aureus activity. This is because even where a particular nucleic 
acid molecule does not encode a polypeptide having S. aureus activity, one of skill in the 
art would still know how to use the nucleic acid molecule, for instance, as a hybridization 
probe or primer. Uses of the nucleic acid molecules of the present invention that do not 
encode a polypeptide having S. aureus activity include, inter alia, isolating an S. aureus 
gene or allelic variants thereof from a DNA library, and detecting S, aureus mRNA 
expression in biological or environmental samples, suspected of containing S. aureus by 
hybridization analysis (e.g., including, but not limited to, Northern Blot analysis) or PCR. 
[0077] For example, one such method involves assaying for the expression of a 
polynucleotide encoding S. aureus polypeptides in a sample from an animal host (e.g, 
including, but not limited to, human, bovine, rabbit, porcine, murine, chicken, and/or avian 
species). The expression of polynucleotides can be assayed by detecting the nucleic acids 
of Table 1. An example of such a method involves the use of the polymerase chain 
reaction (PCR) to amplify and detect Staphylococcus nucleic acid sequences in a 
biological or environmental sample. 

[0078] The present invention also relates to nucleic acid probes having all or part of a 
nucleotide sequence described in Table 1 which are capable of hybridizing under stringent 
conditions to Staphylococcus nucleic acids. The invention further relates to a method of 
detecting one or more Staphylococcus nucleic acids in a biological sample obtained from 
an animal, said one or more nucleic acids encoding Staphylococcus polypeptides, 
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comprising: (a) contacting the sample with one or more of the above-described nucleic 
acid probes, under conditions such that hybridization occurs, and (b) detecting 
hybridization of said one or more probes to the Staphylococcus nucleic acid present in the 
biological sample. 

[0079] The invention also includes a kit for analyzing samples for the presence of 
members of the Staphylococcus genus in a biological or environmental sample. In a 
general embodiment, the kit includes at least one polynucleotide probe containing a 
nucleotide sequence that will specifically hybridize with a S. aureus nucleic acid molecule 
of Table 1 and a suitable container. In a specific embodiment, the kit includes two 
polynucleotide probes defining an internal region of the S. aureus nucleic acid molecule of 
Table 1, where each probe has one strand containing a 31'mer-end internal to the region. 
In a further embodiment, the probes may be useful as primers for polymerase chain 
reaction amplification. 

[0080] The method(s) provided above may preferrably be applied in a diagnostic 
method and/or kits in which S. aureus polynucleotides of Table 1 are attached to a solid 
support. In one exemplary method, the support may be a "gene chip 5 ' or a "biological 
chip" as described in US Patents 5,837,832, 5,874,219, and 5,856,174. Further, such a 
gene chip with S. aureus polynucleotides of Table 1 attached may be used to diagnose S. 
aureus infection in an animal host, preferably a human. The US Patents referenced above 
are incorporated herein by reference in their entirety. 

[0081] The present invention is further directed to nucleic acid molecules having 
sequences at least 80%, 85%, 90%, 95%, 96%, 97%, 98%, 99% or 100% identical to the 
nucleic acid sequence shown in Table 1 , which do, in fact, encode a polypeptide having S. 
aureus protein activity. By "a polypeptide having S. aureus activity" is intended 
polypeptides exhibiting activity similar, but not necessarily identical, to an activity of the 
S. aureus protein of the invention, as measured in a particular biological assay suitable for 
measuring activity of the specified protein. The biological activities of some of the 
polypeptides of the present invention are listed in Table 1, after the name of the closest 
homolog with similar activity. The biological activities were determined using methods 
known in the art for the particular biological activity listed. For the remaining 
polypeptides of Table 1, the assays known in the art to measure the activity of the 
polypeptides of Table 2, sharing a high degree of identity, may be used to measure the 
activity of the corresponding polypeptides of Table 1 . 
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[0082] Of course, due to the degeneracy of the genetic code, one of ordinary skill in 
the art will immediately recognize that a large number of the nucleic acid molecules 
having a sequence at least 80%, 85%, 90%, 95%, 96%, 97%, 98%, 99%, or 100% identical 
to the nucleic acid sequences shown in Table 1 will encode a polypeptide having 
biological activity. In fact, since degenerate variants of these nucleotide sequences all 
encode the same polypeptide, this will be clear to the skilled artisan even without 
performing the above described comparison assay. It will be further recognized in the art 
that, for such nucleic acid molecules that are not degenerate variants, a reasonable number 
will also encode a polypeptide having biological activity. This is because the skilled 
artisan is fully aware of amino acid substitutions that are either less likely or not likely to 
significantly effect protein function (e.g., replacing one aliphatic amino acid with a second 
aliphatic amino acid), as further described below. 

[0083] By a polynucleotide having a nucleotide sequence at least, for example, 95% 
"identical" to a reference nucleotide sequence of the present invention, it is intended that 
the nucleotide sequence of the polynucleotide is identical to the reference sequence except 
that the polynucleotide sequence may include up to five point mutations per each 100 
nucleotides of the reference nucleotide sequence encoding the S. aureus polypeptide. In 
other words, to obtain a polynucleotide having a nucleotide sequence at least 95% 
identical to a reference nucleotide sequence, up to 5% of the nucleotides in the reference 
sequence may be deleted, inserted, or substituted with another nucleotide. The query 
sequence may be an entire sequence shown in Table 1 , the ORF (open reading frame), or 
any fragment specified as described herein. 

[0084] Other methods of determining and defining whether any particular nucleic acid 
molecule or polypeptide is at least 90%, 95%, 96%, 97%, 98%, 99%, or 100% identical to 
a nucleotide sequence of the presence invention can be done by using known computer 
programs. A preferred method for determining the best overall match between a query 
sequence (a sequence of the present invention) and a subject sequence, also referred to as a 
global sequence alignment, can be determined using the FASTDB computer program 
based on the algorithm of Brutlag et al. See Brutlag et al. (1990) Comp. App. Biosci. 
6:237-245. In a sequence alignment the query and subject sequences are both DNA 
sequences. A RNA sequence can be compared by first converting U's to T's. The result 
of said global sequence alignment is in percent identity. Preferred parameters used in a 
FASTDB alignment of DNA sequences to calculate percent identity are: Matrix=Unitary, 
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k-tuple=4, Mismatch Penalty=l, Joining Penalty=30, Randomization Group Length=0, 
Cutoff Score=l, Gap Penalty=5, Gap Size Penalty 0.05, Window Size=500 or the length 
of the subject nucleotide sequence, whichever is shorter. 

[0085] If the subject sequence is shorter than the query sequence because of 5' or 3' 
deletions, not because of internal deletions, a manual correction must be made to the 
results. This is because the FASTDB program does not account for 5' and 3' truncations 
of the subject sequence when calculating percent identity. For subject sequences truncated 
at the 5' or 3' ends, relative to the query sequence, the percent identity is corrected by 
calculating the number of bases of the query sequence that are 5' and 3' of the subject 
sequence, which are not matched/aligned, as a percent of the total bases of the query 
sequence. Whether a nucleotide is matched/aligned is determined by results of the 
FASTDB sequence alignment. This percentage is then subtracted from the percent 
identity, calculated by the above FASTDB program using the specified parameters, to 
arrive at a final percent identity score. This corrected score is what is used for the 
purposes of the present invention. Only nucleotides outside the 5' and 3' nucleotides of 
the subject sequence, as displayed by the FASTDB alignment, which are not 
matched/aligned with the query sequence, are calculated for the purposes of manually 
adjusting the percent identity score. 

[0086] For example, a 90 nucleotide subject sequence is aligned to a 100 nucleotide 
query sequence to determine percent identity. The deletions occur at the 5' end of the 
subject sequence and therefore, the FASTDB alignment does not show a 
matched/alignment of the first 10 nucleotides at 5' end. The 10 unpaired nucleotides 
represent 10% of the sequence (number of nucleotides at the 5' and 3' ends not 
matched/total number of nucleotides in the query sequence) so 10% is subtracted from the 
percent identity score calculated by the FASTDB program. If the remaining 90 
nucleotides were perfectly matched the final percent identity would be 90%. In another 
example, a 90 nucleotide subject sequence is compared with a 100 nucleotide query 
sequence. This time the deletions are internal deletions so that there are no nucleotides on 
the 5 5 or 3' of the subject sequence which are not matched/aligned with the query. In this 
case the percent identity calculated by FASTDB is not manually corrected. Once again, 
only nucleotides 5' and 3' of the subject sequence which are not matched/aligned with the 
query sequence are manually corrected for. No other manual corrections are made for the 
purposes of the present invention. 
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Vectors and Host Cell 

[0087] The present invention also relates to vectors which include the isolated DNA 
molecules of the present invention, host cells comprising the recombinant vectors, and the 
production of S. aureus polypeptides and peptides of the present invention expressed by 
the host cells. 

[0088] Recombinant constructs may be introduced into host cells using well-known 
techniques such as infection, transduction, transfection, transvection, electroporation and 
transformation. The vector may be, for example, a phage, plasmid, viral or retroviral 
vector. Retroviral vectors may be replication competent or replication defective. In the 
latter case, viral propagation generally will occur only in complementing host cells. 
[0089] The S. aureus polynucleotides may be joined to a vector containing a selectable 
marker for propagation in a host. Generally, a plasmid vector is introduced in a 
precipitate, such as a calcium phosphate precipitate, or in a complex with a charged lipid. 
If the vector is a virus, it may be packaged in vitro using an appropriate packaging cell line 
and then transduced into host cells. 

[0090] Preferred are vectors comprising c/s-acting control regions to the 
polynucleotide of interest. Appropriate transacting factors may be supplied by the host, 
supplied by a complementing vector or supplied by the vector itself upon introduction into 
the host. 

[0091] In certain preferred embodiments in this regard, the vectors provide for specific 
expression, which may be inducible and/or cell type-specific. Particularly preferred 
among such vectors are those inducible by environmental factors that are easy to 
manipulate, such as temperature and nutrient additives. 

[0092] Expression vectors useful in the present invention include chromosomal-, 
episomal- and virus-derived vectors, e.g., vectors derived from bacterial plasmids, 
bacteriophage, yeast episomes, yeast chromosomal elements, viruses such as 
baculoviruses, papova viruses, vaccinia viruses, adenoviruses, fowl pox viruses, 
pseudorabies viruses and retroviruses, and vectors derived from combinations thereof, 
such as cosmids and phagemids. 

[0093] The DNA insert should be operatively linked to an appropriate promoter, such 
as the phage lambda PL promoter, the E. coli lac, trp, phoA and tac promoters, the SV40 
early and late promoters and promoters of retroviral LTRs, to name a few. Other suitable 
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promoters will be known to the skilled artisan. The expression constructs will further 
contain sites for transcription initiation, termination and, in the transcribed region, a 
ribosome binding site for translation. The coding portion of the mature transcripts 
expressed by the constructs will preferably include a translation initiating site at the 
beginning and a termination codon (UAA, UGA or UAG) appropriately positioned at the 
end of the polypeptide to be translated. 

[0094] As indicated, the expression vectors will preferably include at least one 
selectable marker. Such markers include dihydro folate reductase, G418 or neomycin 
resistance for eukaryotic cell culture and tetracycline, kanamycin, or ampicillin resistance 
genes for culturing in E. coli and other bacteria. Representative examples of appropriate 
hosts include, but are not limited to, bacterial cells, such as E. coli, Streptomyces and 
Salmonella typhimurium cells; fungal cells, such as yeast cells (e.g., Saccharomyces 
cerevisiae or Pichia pastoris (ATCC Accession No. 201178)); insect cells such as 
Drosophila S2 and Spodoptera Sf9 cells; animal cells such as CHO, COS and Bowes 
melanoma cells; and plant cells. Appropriate culture mediums and conditions for the 
above-described host cells are known in the art. 

[0095] Among vectors preferred for use in bacteria include pQE70, pQE60 and pQE9, 
pQElO available from Qiagen; pBS vectors, Phagescript vectors, Bluescript vectors, 
pNH8A, pNH16a, pNH18A, pNH46A available from Stratagene Cloning Systems, Inc.; 
pET series of vectors available from Novagen; and ptrc99a, pKK223-3, pKK233-3, 
pDR540, pRIT5 available from Pharmacia Biotech, Inc. Among preferred eukaryotic 
vectors are pWLNEO, pSV2CAT, pOG44, pXTl and pSG available from Stratagene; and 
pSVK3, pBPV, pMSG and pSVL available from Pharmacia. Preferred expression vectors 
for use in yeast systems include, but are not limited to pYES2, pYDl, pTEFl/Zeo, 
pYES2/GS, pPICZ, pGAPZ, pGAPZalph, pPIC9, pPIC3.5, pHIL-D2, pHIL-Sl, 
pPIC3.5K, pPIC9K, and PA0815 (all available from Invitrogen, Carlbad, CA). Other 
suitable vectors will be readily apparent to the skilled artisan. 

[0096] Among known bacterial promoters suitable for use in the present invention 
include the E. coli lad and lacZ promoters, the T3, T5 and T7 promoters, the gpt 
promoter, the lambda PR and PL promoters and the trp promoter. Suitable eukaryotic 
promoters include the CMV immediate early promoter, the HSV thymidine kinase 
promoter, the early and late SV40 promoters, the promoters of retroviral LTRs, such as 
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those of the Rous sarcoma virus (RSV), and metallothionein promoters, such as the mouse 
metallothionein-I promoter. 

[0097] Introduction of the construct into the host cell can be effected by competent 
cell transformation, calcium phosphate transfection, DEAE-dextran mediated transfection, 
cationic lipid-mediated transfection, electroporation, transduction, infection or other 
methods. Such methods are described in many standard laboratory manuals (for example, 
Davis, et al., Basic Methods In Molecular Biology (1986)). )). It is specifically 
contemplated that the polypeptides of the present invention may in fact be expressed by a 
host cell lacking a recombinant vector. 

[0098] Transcription of DNA encoding the polypeptides of the present invention by 
higher eukaryotes may be increased by inserting an enhancer sequence into the vector. 
Enhancers are ci's-acting elements of DNA, usually about from 10 to 300 nucleotides that 
act to increase transcriptional activity of a promoter in a given host cell-type. Examples of 
enhancers include the SV40 enhancer, which is located on the late side of the replication 
origin at nucleotides 100 to 270, the cytomegalovirus early promoter enhancer, the 
polyoma enhancer on the late side of the replication origin, and adenovirus enhancers. 
[0099] For secretion of the translated polypeptide into the lumen of the endoplasmic 
reticulum, into the periplasmic space or into the extracellular environment, appropriate 
secretion signals may be incorporated into the expressed polypeptide, for example, the 
amino acid sequence KDEL. The signals may be endogenous to the polypeptide or they 
may be heterologous signals. 

[0100] The polypeptide may be expressed in a modified form, such as a fusion protein, 
and may include not only secretion signals, but also additional heterologous functional 
regions. For instance, a region of additional amino acids, particularly charged amino 
acids, may be added to the N-terminus of the polypeptide to improve stability and 
persistence in the host cell, during purification, or during subsequent handling and storage. 
Also, peptide moieties may be added to the polypeptide to facilitate purification. A 
preferred fusion protein comprises a Hexa-Histidine peptide fused inframe to the 
polypeptide of the invention. Such regions may be removed prior to final preparation of 
the polypeptide. The addition of peptide moieties to polypeptides to engender secretion or 
excretion, to improve stability and to facilitate purification, among others, are familiar and 
routine techniques in the art. A preferred fusion protein comprises a heterologous region 
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from immunoglobulin that is useful to solubilize proteins. For example, EP-A-O 464 533 
(Canadian counterpart 2045869) discloses fusion proteins comprising various portions of 
constant region of immunoglobulin molecules together with another human protein or part 
thereof. In many cases, the Fc part in a fusion protein is thoroughly advantageous for use 
in therapy and diagnosis and thus results, for example, in improved pharmacokinetic 
properties (EP-A 0232 262). On the other hand, for some uses it would be desirable to be 
able to delete the Fc part after the fusion protein has been expressed, detected and purified 
in the advantageous manner described. This is the case when Fc portion proves to be a 
hindrance to use in therapy and diagnosis, for example when the fusion protein is to be 
used as antigen for immunizations. In drug discovery, for example, human proteins, such 
as, hIL5-receptor has been fused with Fc portions for the purpose of high-throughput 
screening assays to identify antagonists of hIL-5. See Bennett, D. et al. (1995) J. Molec. 
Recogn. 8:52-58 and Johanson, K. et al. (1995) J. Biol. Chem. 270 (16):9459-9471. 
[0101] The S. aureus polypeptides can be recovered and purified from recombinant 
cell cultures by well-known methods including ammonium sulfate or ethanol precipitation, 
acid extraction, anion or cation exchange chromatography (e.g. a Nickel anion exchange 
column can be used to bind the Hexa-His tagged fusion protein), phosphocellulose 
chromatography, hydrophobic interaction chromatography, affinity chromatography, 
hydroxylapatite chromatography, lectin chromatography and high performance liquid 
chromatography ("HPLC") is employed for purification. Polypeptides of the present 
invention include naturally purified products, products of chemical synthetic procedures, 
and products produced by recombinant techniques from a prokaryotic or eukaryotic host, 
including, for example, bacterial, yeast, higher plant, insect and mammalian cells. 

[0102] Depending upon the host employed in a recombinant production procedure, the 
polypeptides of the present invention may be glycosylated or may be non-glycosylated. In 
addition, polypeptides of the invention may also include an initial modified methionine 
residue, in some cases as a result of host-mediated processes. Thus, it is well-known in 
the art that the N-terminal methionine encoded by the translation initiation codon 
generally is removed with high efficiency from any protein after translation in all 
eukaryotic cells. While the N-terminal methionine on most proteins also is efficiently 
removed in most prokaryotes, for some proteins, this prokaryotic removal process is 
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inefficient, depending on the nature of the amino acid to which the N-terminal methionine 
is covalently linked. 

[0103] In one embodiment, the yeast Pichia pastoris is used to express any plasma 
membrane associated protein of the invention in a eukaryotic system, Pichia pastoris is a 
methylotrophic yeast which can metabolize methanol as its sole carbon source. A main 
step in the methanol metabolization pathway is the oxidation of methanol to formaldehyde 
using O2. This reaction is catalyzed by the enzyme alcohol oxidase. In order to 
metabolize methanol as its sole carbon source, Pichia pastoris must generate high levels 
of alcohol oxidase due, in part, to the relatively low affinity of alcohol oxidase for O2. 
Consequently, in a growth medium depending on methanol as a main carbon source, the 
promoter region of one of the two alcohol oxidase genes (AOX1) is highly active. In the 
presence of methanol, alcohol oxidase produced from the AOX1 gene comprises up to 
approximately 30% of the total soluble protein in Pichia pastoris. See, Ellis, S.B., et al, 
Mol Cell Biol 5:1111-21 (1985); Koutz, P.J, et al, Yeast 5:167-77 (1989); Tschopp, J.F., 
et al, Nucl Acids Res. 15:3859-76 (1987). Thus, a heterologous coding sequence, such 
as, for example, a plasma membrane associated polynucleotide of the present invention, 
under the transcriptional regulation of all or part of the AOX1 regulatory sequence is 
expressed at exceptionally high levels in Pichia yeast grown in the presence of methanol. 
[0104] In one example, the plasmid vector pPIC9K is used to express DNA encoding a 
plasma membrane associated polypeptide of the invention, as set forth herein, in a Pichea 
yeast system essentially as described in "Pichia Protocols: Methods in Molecular 
Biology," D.R. Higgins and J. Cregg, eds. The Humana Press, Totowa, NJ, 1998. This 
expression vector allows expression and secretion of a plasma membrane associated 
protein of the invention by virtue of the strong AOX1 promoter linked to the Pichia 
pastoris alkaline phosphatase (PHO) secretory signal peptide (i.e., leader) located 
upstream of a multiple cloning site. 

[0105] Many other yeast vectors could be used in place of pPIC9K, such as, pYES2, 
pYDl, pTEFl/Zeo, pYES2/GS, pPICZ, pGAPZ, pGAPZalpha, pPIC9, pPIC3.5, pHIL-D2, 
pHIL-Sl, pPIC3.5K, and PA0815, as one skilled in the art would readily appreciate, as 
long as the proposed expression construct provides appropriately located signals for 
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transcription, translation, secretion (if desired), and the like, including an in-frame AUG as 
required. 

[0106] In another embodiment, high-level expression of a heterologous coding 
sequence, such as, for example, a plasma membrane associated polynucleotide of the 
present invention, may be achieved by cloning the heterologous polynucleotide of the 
invention into an expression vector such as, for example, pGAPZ or pGAPZalpha, and 
growing the yeast culture in the absence of methanol. 

[0107] In addition to encompassing host cells containing the vector constructs 
discussed herein, the invention also encompasses host cells that have been engineered to 
delete or replace endogenous genetic material (e.g. coding sequences for the polypeptides 
of the present invention), and/or to include genetic material (e.g. heterologous 
polynucleotide sequences) that is operably associated with polynucleotides of the present 
invention, and which activates, alters, and/or amplifies endogenous polynucleotides of the 
present invention. For example, techniques known in the art may be used to operably 
associate heterologous control regions (e.g. promoter and/or enhancer) and endogenous 
polynucleotide sequences via homologous recombination (see, e.g. U.S. Patent No. 
5,641,670, issued June 24, 1997; Internation Publication No. WO 96/29411, published 
September 26, 1996; International Publication No. WO 94/12650, published August 4, 
1994; Koller et al., Proc. Natl. Acad. Sci. USA 86:8932-8935 (1989); and Zijlstra, et al., 
Nature 342:435-438 (1989), the disclosures of each of which are hereby incorporated by 
reference in their entireties). 

[0108] In addition, polypeptides of the invention can be chemically synthesized using 
techniques known in the art (e.g., see Creighton, 1983, Proteins: Structures and Molecular 
Principles, W.H. Freeman & Co., N.Y., and Hunkapiller et al., Nature, 310:105-111 
(1984)). For example, a polypeptide corresponding to a fragment of a S. aureus 
polypeptide can be synthesized by use of a peptide synthesizer. Furthermore, if desired, 
nonclassical amino acids or chemical amino acid analogs can be introduced as a 
substitution or addition into the polypeptide sequence. Non-classical amino acids include, 
but are not limited to, to the D-isomers of the common amino acids, 2,4-diaminobutyric 
acid, a-amino isobutyric acid, 4-aminobutyric acid, Abu, 2-amino butyric acid, g-Abu, 
e-Ahx, 6-amino hexanoic acid, Aib, 2-amino isobutyric acid, 3-amino propionic acid, 
ornithine, norleucine, norvaline, hydroxyproline, sarcosine, citrulline, homocitrulline, 
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cysteic acid, t-butylglycine, t-butylalanine, phenylglycine, cyclohexylalanine, b-alanine, 
fluoro-amino acids, designer amino acids such as b-methyl amino acids, Ca-methyl amino 
acids, Na-methyl amino acids, and amino acid analogs in general. Furthermore, the amino 
acid can be D (dextrorotary) or L (levorotary). 

[0109] Non-naturally occurring variants may be produced using art-known 
mutagenesis techniques, which include, but are not limited to oligonucleotide mediated 
mutagenesis, alanine scanning, PCR mutagenesis, site directed mutagenesis {see, e.g., 
Carter et al, Nucl. Acids Res. 75:4331 (1986); and Zoller et al, Nucl. Acids Res. 70:6487 
(1982)), cassette mutagenesis {see, e.g., Wells et al, Gene 34:315 (1985)), restriction 
selection mutagenesis {see, e.g., Wells et al, Philos. Trans. R. Soc. London SerA 577:415 
(1986)). 

[0110] The invention additionally, encompasses polypeptides of the present invention 
which are differentially modified during or after translation, such as for example, by 
glycosylation, acetylation, phosphorylation, amidation, derivatization by known 
protecting/blocking groups, proteolytic cleavage, linkage to an antibody molecule or other 
cellular ligand, etc. Any of numerous chemical modifications may be carried out by 
known techniques, including but not limited to specific chemical cleavage by cyanogen 
bromide, trypsin, chymotrypsin, papain, V8 protease, NaBH 4 ; acetylation, formylation, 
oxidation, reduction; metabolic synthesis in the presence of tunicamycin; etc. 
[0111] Additional post-translational modifications encompassed by the invention 
include, for example, N-linked or O-linked carbohydrate chains, processing of N-terminal 
or C-terminal ends, attachment of chemical moieties to the amino acid backbone, chemical 
modifications of N-linked or O-linked carbohydrate chains, and addition or deletion of an 
N-terminal methionine residue as a result of alternative host cell expression. The 
polypeptides may also be modified with a detectable label, such as an enzymatic, 
fluorescent, isotopic or affinity label to allow for detection and isolation of the protein. 
[0112] Also provided by the invention are chemically modified derivatives of the 
polypeptides of the invention which may provide additional advantages such as increased 
solubility, stability and circulating time of the polypeptide, or decreased immunogenicity 
(see U.S. Patent No. 4,179,337). The chemical moieties for derivitization may be selected 
from water soluble polymers such as polyethylene glycol, ethylene glycol/propylene 
glycol copolymers, carboxymethylcellulose, dextran, polyvinyl alcohol and the like. The 
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polypeptides may be modified at random positions within the molecule, or at 
predetermined positions within the molecule and may include one, two, three or more 
attached chemical moieties. 

[0113] The polymer may be of any molecular weight, and may be branched or 
unbranched. For polyethylene glycol, the preferred molecular weight is between about 1 
kDa and about 100 kDa (the term "about" indicating that in preparations of polyethylene 
glycol, some molecules will weigh more, some less, than the stated molecular weight) for 
ease in handling and manufacturing. Other sizes may be used, depending on the desired 
therapeutic profile, which can include, for example, the duration of sustained release 
desired, the effects, if any on biological activity, the ease in handling, the degree or lack of 
antigenicity and other known effects of the polyethylene glycol to a therapeutic protein or 
analog. For example, the polyethylene glycol may have an average molecular weight of 
about 200, 500, 1000, 1500, 2000, 2500, 3000, 3500, 4000, 4500, 5000, 5500, 6000, 6500, 
7000, 7500, 8000, 8500, 9000, 9500, 10,000, 10,500, 11,000, 11,500, 12,000, 12,500, 
13,000, 13,500, 14,000, 14,500, 15,000, 15,500, 16,000, 16,500, 17,000, 17,500, 18,000, 
18,500, 19,000, 19,500, 20,000, 25,000, 30,000, 35,000, 40,000, 50,000, 55,000, 60,000, 
65,000, 70,000, 75,000, 80,000, 85,000, 90,000, 95,000, or 100,000 kDa. 
[0114] As noted above, the polyethylene glycol may have a branched structure. 
Branched polyethylene glycols are described, for example, in U.S. Patent No. 5,643,575; 
Morpurgo et al, Appl. Biochem. Biotechnol 56:59-12 (1996); Vorobjev et al, 
Nucleosides Nucleotides 75:2745-2750 (1999); and Caliceti et al., Bioconjug. Chem. 
70:638-646 (1999), the disclosures of each of which are incorporated herein by reference 
in their entireties. 

[0115] The polyethylene glycol molecules (or other chemical moieties) should be 
attached to the protein with consideration of effects on functional or antigenic domains of 
the protein. There are a number of attachment methods available to those skilled in the 
art, e.g., EP 0 401 384, herein incorporated by reference (coupling PEG to G-CSF), see 
also Malik et al., Exp. Hematol. 20:1028-1035 (1992) (reporting pegylation of GM-CSF 
using tresyl chloride). For example, polyethylene glycol may be covalently bound through 
amino acid residues via a reactive group, such as, a free amino or carboxyl group. 
Reactive groups are those to which an activated polyethylene glycol molecule may be 
bound. The amino acid residues having a free amino group may include lysine residues 
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and the N-terminal amino acid residues; those having a free carboxyl group may include 
aspartic acid residues glutamic acid residues and the C-terminal amino acid residue. 
Sulfhydryl groups may also be used as a reactive group for attaching the polyethylene 
glycol molecules. Preferred for therapeutic purposes is attachment at an amino group, 
such as attachment at the N-terminus or lysine group. 

[0116] As suggested above, polyethylene glycol may be attached to proteins via 
linkage to any of a number of amino acid residues. For example, polyethylene glycol can 
be linked to a protein via covalent bonds to lysine, histidine, aspartic acid, glutamic acid, 
or cysteine residues. One or more reaction chemistries may be employed to attach 
polyethylene glycol to specific amino acid residues (e.g., lysine, histidine, aspartic acid, 
glutamic acid, or cysteine) of the protein or to more than one type of amino acid residue 
(e.g., lysine, histidine, aspartic acid, glutamic acid, cysteine and combinations thereof) of 
the protein. 

[0117] One may specifically desire proteins chemically modified at the N-terminus. 
Using polyethylene glycol as an illustration of the present composition, one may select 
from a variety of polyethylene glycol molecules (by molecular weight, branching, etc.), 
the proportion of polyethylene glycol molecules to protein (polypeptide) molecules in the 
reaction mix, the type of pegylation reaction to be performed, and the method of obtaining 
the selected N-terminally pegylated protein. The method of obtaining the N-terminally 
pegylated preparation (i.e., separating this moiety from other monopegylated moieties if 
necessary) may be by purification of the N-terminally pegylated material from a 
population of pegylated protein molecules. Selective proteins chemically modified at the 
N-terminus modification may be accomplished by reductive alkylation which exploits 
differential reactivity of different types of primary amino groups (lysine versus the 
N-terminal) available for derivatization in a particular protein. Under the appropriate 
reaction conditions, substantially selective derivatization of the protein at the N-terminus 
with a carbonyl group containing polymer is achieved. 

[0118] As indicated above, pegylation of the proteins of the invention may be 
accomplished by any number of means. For example, polyethylene glycol may be 
attached to the protein either directly or by an intervening linker. Linkerless systems for 
attaching polyethylene glycol to proteins are described in Delgado et al. f Crit. Rev. Thera. 
Drug Carrier Sys. 9:249-304 (1992); Francis et al f Intern. J. ofHematol (55:1-18 (1998); 
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U.S. Patent No. 4,002,531; U.S. Patent No. 5,349,052; WO 95/06058; and WO 98/32466, 
the disclosures of each of which are incorporated herein by reference. 
[0119] One system for attaching polyethylene glycol directly to amino acid residues of 
proteins without an intervening linker employs tresylated MPEG, which is produced by 
the modification of monmethoxy polyethylene glycol (MPEG) using tresylchloride 
(CISO2CH2CF3). Upon reaction of protein with tresylated MPEG, polyethylene glycol is 
directly attached to amine groups of the protein. Thus, the invention includes protein- 
polyethylene glycol conjugates produced by reacting proteins of the invention with a 
polyethylene glycol molecule having a 2,2,2-trifluoreothane sulphonyl group. 
[0120] Polyethylene glycol can also be attached to proteins using a number of 
different intervening linkers. For example, U.S. Patent No. 5,612,460, the entire 
disclosure of which is incorporated herein by reference, discloses urethane linkers for 
connecting polyethylene glycol to proteins. Protein-polyethylene glycol conjugates 
wherein the polyethylene glycol is attached to the protein by a linker can also be produced 
by reaction of proteins with compounds such as MPEG-succinimidylsuccinate, MPEG 
activated with l,l'-carbonyldiimidazole, MPEG-2,4,5-trichloropenylcarbonate, MPEG-p- 
nitrophenolcarbonate, and various MPEG-succinate derivatives. A number additional 
polyethylene glycol derivatives and reaction chemistries for attaching polyethylene glycol 
to proteins are described in WO 98/32466, the entire disclosure of which is incorporated 
herein by reference. Pegylated protein products produced using the reaction chemistries 
set out herein are included within the scope of the invention. 

[0121] The number of polyethylene glycol moieties attached to each protein of the 
invention (i.e., the degree of substitution) may also vary. For example, the pegylated 
proteins of the invention may be linked, on average, to 1,2, 3, 4, 5, 6, 7, 8, 9, 10, 12, 15, 
17, 20, or more polyethylene glycol molecules. Similarly, the average degree of 
substitution within ranges such as 1-3, 2-4, 3-5, 4-6, 5-7, 6-8, 7-9, 8-10, 9-11, 10-12, 11- 
13, 12-14, 13-15, 14-16, 15-17, 16-18, 17-19, or 18-20 polyethylene glycol moieties per 
protein molecule. Methods for determining the degree of substitution are discussed, for 
example, in Delgado et al, Crit. Rev. Thera. Drug Carrier Sys. 9:249-304 (1992). 
[0122] The polypeptides of the invention may be in monomers or multimers (i.e., 
dimers, trimers, tetramers and higher multimers). Accordingly, the present invention 
relates to monomers and multimers of the polypeptides of the invention, their preparation, 
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and compositions (preferably, Therapeutics) containing them. In specific embodiments, 
the polypeptides of the invention are monomers, dimers, trimers or tetramers. In 
additional embodiments, the multimers of the invention are at least dimers, at least trimers, 
or at least tetramers. 

[0123] Multimers encompassed by the invention may be homomers or heteromers. As 
used herein, the term homomer, refers to a multimer containing polypeptides 
corresponding to only one of the amino acid sequences of Table 1 (including fragments, 
variants, splice variants, and fusion proteins, corresponding to these as described herein). 
These homomers may contain polypeptides having identical or different amino acid 
sequences. In a specific embodiment, a homomer of the invention is a multimer 
containing only polypeptides having an identical amino acid sequence. In another specific 
embodiment, a homomer of the invention is a multimer containing polypeptides having 
different amino acid sequences. In specific embodiments, the multimer of the invention is 
a homodimer (e.g., containing polypeptides having identical or different amino acid 
sequences) or a homotrimer (e.g., containing polypeptides having identical and/or different 
amino acid sequences). In additional embodiments, the homomeric multimer of the 
invention is at least a homodimer, at least a homotrimer, or at least a homotetramer. 
[0124] As used herein, the term heteromer refers to a multimer containing one or more 
heterologous polypeptides (i.e., polypeptides of different proteins) in addition to the 
polypeptides of the invention. In a specific embodiment, the multimer of the invention is a 
heterodimer, a heterotrimer, or a heterotetramer. In additional embodiments, the 
heteromeric multimer of the invention is at least a heterodimer, at least a heterotrimer, or 
at least a heterotetramer. 

[0125] Multimers of the invention may be the result of hydrophobic, hydrophilic, ionic 
and/or covalent associations and/or may be indirectly linked, by for example, liposome 
formation. Thus, in one embodiment, multimers of the invention, such as, for example, 
homodimers or homotrimers, are formed when polypeptides of the invention contact one 
another in solution. In another embodiment, heteromultimers of the invention, such as, for 
example, heterotrimers or heterotetramers, are formed when polypeptides of the invention 
contact antibodies to the polypeptides of the invention (including antibodies to the 
heterologous polypeptide sequence in a fusion protein of the invention) in solution. In 
other embodiments, multimers of the invention are formed by covalent associations with 
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and/or between the polypeptides of the invention. Such covalent associations may involve 
one or more amino acid residues contained in the polypeptide sequence (e.g., the 
polypeptide sequences shown in Table 1). In one instance, the covalent associations are 
cross-linking between cysteine residues located within the polypeptide sequences which 
interact in the native (i.e., naturally occurring) polypeptide. In another instance, the 
covalent associations are the consequence of chemical or recombinant manipulation. 
Alternatively, such covalent associations may involve one or more amino acid residues 
contained in the heterologous polypeptide sequence in a fusion protein. In one example, 
covalent associations are between the heterologous sequence contained in a fusion protein 
of the invention (see, e.g., US Patent Number 5,478,925). In a specific example, the 
covalent associations are between the heterologous sequence contained in a Fc fusion 
protein of the invention (as described herein). In another specific example, covalent 
associations of fusion proteins of the invention are between heterologous polypeptide 
sequence from another protein that is capable of forming covalently associated multimers, 
such as for example, oseteoprotegerin (see, International Publication NO: WO 98/49305, 
the contents of which is incorporated herein incorporated by reference in its entirety). In 
another embodiment, two or more polypeptides of the invention are joined through peptide 
linkers. Examples include those peptide linkers described in U.S. Pat. No. 5,073,627 
(incorporated herein by reference in its entirety). Proteins comprising multiple 
polypeptides of the invention separated by peptide linkers may be produced using 
conventional recombinant DNA technology. 

[0126] Another method for preparing multimer polypeptides of the invention involves 
use of polypeptides of the invention fused to a leucine zipper or isoleucine zipper 
polypeptide sequence. Leucine zipper and isoleucine zipper domains are polypeptides that 
promote multimerization of the proteins in which they are found. Leucine zippers were 
originally identified in several DNA-binding proteins (Landschulz et aL, Science 
240:1759, (1988)), and have since been found in a variety of different proteins. Among 
the known leucine zippers are naturally occurring peptides and derivatives thereof that 
dimerize or trimerize. Examples of leucine zipper domains suitable for producing soluble 
multimeric proteins of the invention are those described in PCT application WO 94/10308, 
hereby incorporated by reference. Recombinant fusion proteins comprising a polypeptide 
of the invention fused to a polypeptide sequence that dimerizes or trimerizes in solution 
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are expressed in suitable host cells, and the resulting soluble multimeric fusion protein is 
recovered from the culture supernatant using techniques known in the art. 
[0127] Trimeric polypeptides of the invention may offer the advantage of enhanced 
biological activity. Preferred leucine zipper moieties and isoleucine moieties are those 
that preferentially form trimers. One example is a leucine zipper derived from lung 
surfactant protein D (SPD), as described in Hoppe et al. (FEBS Letters 344:191, (1994)) 
and in U.S. patent application Ser. No. 08/446,922, hereby incorporated by reference. 
Other peptides derived from naturally occurring trimeric proteins may be employed in 
preparing trimeric polypeptides of the invention. 

[0128] In another example, proteins of the invention are associated by interactions 
between Flag® polypeptide sequence contained in fusion proteins of the invention 
containing Flag® polypeptide seuqence. In a further embodiment, associations proteins of 
the invention are associated by interactions between heterologous polypeptide sequence 
contained in Flag® fusion proteins of the invention and anti-Flag® antibody. 
[0129] The multimers of the invention may be generated using chemical techniques 
known in the art. For example, polypeptides desired to be contained in the multimers of 
the invention may be chemically cross-linked using linker molecules and linker molecule 
length optimization techniques known in the art (see, e.g., US Patent Number 5,478,925, 
which is incorporated herein by reference in its entirety). Additionally, multimers of the 
invention may be generated using techniques known in the art to form one or more inter- 
molecule cross-links between the cysteine residues located within the sequence of the 
polypeptides desired to be contained in the multimer (see, e.g., US Patent Number 
5,478,925, which is incorporated herein by reference in its entirety). Further, polypeptides 
of the invention may be routinely modified by the addition of cysteine or biotin to the C- 
terminus or N-terminus of the polypeptide and techniques known in the art may be applied 
to generate multimers containing one or more of these modified polypeptides (see, e.g., 
US Patent Number 5,478,925, which is incorporated herein by reference in its entirety). 
Additionally, techniques known in the art may be applied to generate liposomes containing 
the polypeptide components desired to be contained in the multimer of the invention (see, 
e.g., US Patent Number 5,478,925, which is incorporated herein by reference in its 
entirety). 
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[0130] Alternatively, multimers of the invention may be generated using genetic 
engineering techniques known in the art. In one embodiment, polypeptides contained in 
multimers of the invention are produced recombinantly using fusion protein technology 
described herein or otherwise known in the art (see, e.g., US Patent Number 5,478,925, 
which is incorporated herein by reference in its entirety). In a specific embodiment, 
polynucleotides coding for a homodimer of the invention are generated by ligating a 
polynucleotide sequence encoding a polypeptide of the invention to a sequence encoding a 
linker polypeptide and then further to a synthetic polynucleotide encoding the translated 
product of the polypeptide in the reverse orientation from the original C-terminus to the N- 
terminus (lacking the leader sequence) (see, e.g., US Patent Number 5,478,925, which is 
incorporated herein by reference in its entirety). In another embodiment, recombinant 
techniques described herein or otherwise known in the art are applied to generate 
recombinant polypeptides of the invention which contain a transmembrane domain (or 
hyrophobic or signal peptide) and which can be incorporated by membrane reconstitution 
techniques into liposomes (see, e.g., US Patent Number 5,478,925, which is incorporated 
herein by reference in its entirety). 

Polypeptides and Fragments 

[0131] The invention further provides an isolated S. aureus polypeptide having an 
amino acid sequence in Table 1, or a peptide or polypeptide comprising a portion, 
fragment, variant or analog of the above polypeptides. 

[0132] In the present invention, a "polypeptide fragment" refers to a short amino acid 
sequence contained in any one of the polypeptide sequences shown in Table 1 or encoded 
by the DNA contained in the deposit. Protein fragments may be "free-standing," or 
comprised within a larger polypeptide of which the fragment forms a part or region, most 
preferably as a single continuous region. Representative examples of polypeptide 
fragments of the invention, include, for example, fragments from about amino acid 
number 1-20, 21-40, 41-60, 61-80, 81-100, 102-120, 121-140, 141-160, or 161 to the end 
of the coding region. Moreover, polypeptide fragments can be about 20, 30, 40, 50, 60, 
70, 80, 90, 100, 110, 120, 130, 140, or 150 amino acids in length. In this context "about" 
includes the particularly recited ranges, larger or smaller by several (5, 4, 3, 2, or 1) amino 
acids, at either extreme or at both extremes. 
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[0133] Preferred polypeptide fragments include the mature form. Further preferred 
polypeptide fragments include the mature form having a continuous series of deleted 
residues from the amino or the carboxy terminus, or both. For example, any number of 
amino acids, ranging from 1-60, can be deleted from the amino terminus the mature form. 
Similarly, any number of amino acids, ranging from 1-30, can be deleted from the carboxy 
terminus of the mature form. Furthermore, any combination of the above amino and 
carboxy terminus deletions are preferred. Similarly, polynucleotide fragments encoding 
these polypeptide fragments are also preferred. 

[0134] Also preferred are polypeptide and polynucleotide fragments characterized by 
structural or functional domains, such as fragments that comprise alpha-helix and alpha- 
helix forming regions, beta-sheet and beta-sheet-forming regions, turn and turn-forming 
regions, coil and coil-forming regions, hydrophilic regions, hydrophobic regions, alpha 
amphipathic regions, beta amphipathic regions, flexible regions, surface-forming regions, 
substrate binding region, and high antigenic index regions. Polypeptide fragments of the 
sequences shown in Table 1 falling within conserved domains are specifically 
contemplated by the present invention. Moreover, polynucleotide fragments encoding 
these domains are also contemplated. 

[0135] Other preferred fragments are biologically active fragments. Biologically 
active fragments are those exhibiting activity similar, but not necessarily identical, to an 
activity of the polypeptide of the present invention. The biological activity of the 
fragments may include an improved desired activity, or a decreased undesirable activity. 

Variant and Mutant Polypeptides 
[0136] To improve or alter the characteristics of S. aureus polypeptides of the present 
invention, protein engineering may be employed. Recombinant DNA technology known 
to those skilled in the art can be used to create novel mutant proteins or muteins including 
single or multiple amino acid substitutions, deletions, additions, or fusion proteins. Such 
modified polypeptides can show, e.g., increased/decreased activity or increased/decreased 
stability. In addition, they may be purified in higher yields and show better solubility than 
the corresponding natural polypeptide, at least under certain purification and storage 
conditions. Further, the polypeptides of the present invention may be produced as 
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multimers including dimers, trimers and tetramers. Multimerization may be facilitated by 
linkers or recombinantly though fused heterologous polypeptides such as Fc regions. 

N-Terminal and C-Terminal Deletion Mutants 
[0137] It is known in the art that one or more amino acids may be deleted from the 
N-terminus or C-terminus without substantial loss of biological function. For instance, 
Ron et al. J. Biol. Chem., 268:2984-2988 (1993), reported modified KGF proteins that had 
heparin binding activity even if 3, 8, or 27 N-terminal amino acid residues were missing. 
Accordingly, the present invention provides polypeptides having one or more residues 
deleted from the amino terminus of the polypeptides shown in Table 1. 
[0138] Similarly, many examples of biologically functional C-terminal deletion 
mutants are known. For instance, Interferon gamma shows up to ten times higher 
activities by deleting 8-10 amino acid residues from the carboxy terminus of the protein 
See, e.g., Dobeli, et al. (1988) J. Biotechnology 7:199-216. Accordingly, the present 
invention provides polypeptides having one or more residues from the carboxy terminus of 
the polypeptides shown in Table 1 . The invention also provides polypeptides having one 
or more amino acids deleted from both the amino and the carboxyl termini as described 
below. 

[0139] The polypeptide fragments of the present invention can be immediately 
envisaged using the above description and are therefore not individually listed solely for 
the purpose of not unnecessarily lengthening the specification. 

[0140] The present invention is further directed to polynucleotide encoding portions or 
fragments of the amino acid sequences described herein as well as to portions or fragments 
of the isolated amino acid sequences described herein. Fragments include portions of the 
amino acid sequences of Table 1, at least 7 contiguous amino acid in length, selected from 
any two integers, one of which representing a N-terminal position. The first codon of the 
polypeptides of Table 1 is position 1 . Every combination of a N-terminal and C-terminal 
position that a fragment at least 7 contiguous amino acid residues in length could occupy, 
on any given amino acid sequence of Table 1 is included in the invention. At least means 
a fragment may be 7 contiguous amino acid residues in length or any integer between 7 
and the number of residues in a full-length amino acid sequence minus 1. Therefore, 
included in the invention are contiguous fragments specified by any N-terminal and C- 
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terminal positions of amino acid sequence set forth in Table 1 wherein the contiguous 
fragment is any integer between 7 and the number of residues in a full-length sequence 
minus 1 . 

[0141] Further, the invention includes polypeptides comprising fragments specified by 
size, in amino acid residues, rather than by N-terminal and C-terminal positions. The 
invention includes any fragment size, in contiguous amino acid residues, selected from 
integers between 7 and the number of residues in a full-length sequence minus 1. 
Preferred sizes of contiguous polypeptide fragments include about 7 amino acid residues, 
about 10 amino acid residues, about 20 amino acid residues, about 30 amino acid residues, 
about 40 amino acid residues, about 50 amino acid residues, about 100 amino acid 
residues, about 200 amino acid residues, about 300 amino acid residues, and about 400 
amino acid residues. The preferred sizes are, of course, meant to exemplify, not limit, the 
present invention as all size fragments representing any integer between 7 and the number 
of residues in a full-length sequence minus 1 are included in the invention. The present 
invention also provides for the exclusion of any fragments specified by N-terminal and C- 
terminal positions or by size in amino acid residues as described above. Any number of 
fragments specified by N-terminal and C-terminal positions or by size in amino acid 
residues as described above may be excluded. 

[0142] Moreover, polypeptide fragments can be at least 10, 20, 30, 40, 50, 60, 70, 80, 
90, 100, 110, 120, 130, 140, 150, 175 or 200 amino acids in length. Polynucleotides 
encoding these polypeptides are also encompassed by the invention. In this context 
"about" includes the particularly recited ranges, larger or smaller by several (5, 4, 3, 2, or 
1) amino acids, at either extreme or at both extremes. 

[0143] The present invention further provides polypeptides having one or more 
residues deleted from the amino terminus of the amino acid sequence of a polypeptide 
disclosed herein (e.g., any polypeptide of Table 1). In particular, N-terminal deletions 
may be described by the general formula m-q, where q is a whole integer representing the 
total number of amino acid residues in a polypeptide of the invention (e.g., a polypeptide 
disclosed in Table 1), and m is defined as any integer ranging from 2 to q-6. 
Polynucleotides encoding these polypeptides are also encompassed by the invention. 
[0144] The present invention further provides polypeptides having one or more 
residues from the carboxy-terminus of the amino acid sequence of a polypeptide disclosed 
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herein (e.g., a polypeptide disclosed in Table 1). In particular, C-terminal deletions may 
be described by the general formula 1-n, where n is any whole integer ranging from 6 to q- 
1, and where n corresponds to the position of amino acid residue in a polypeptide of the 
invention. Polynucleotides encoding these polypeptides are also encompassed by the 
invention. 

[0145] In addition, any of the above-described N- or C-terminal deletions can be 
combined to produce a N- and C-terminal deleted polypeptide. The invention also 
provides polypeptides having one or more amino acids deleted from both the amino and 
the carboxyl termini, which may be described generally as having residues m-n of a 
polypeptide encoded by a nucleotide sequence (e.g., including, but not limited to the 
preferred polypeptide disclosed in Table 1), or the cDNA contained in a deposited clone, 
and/or the complement thereof, where n and m are integers as described above. 
Polynucleotides encoding these polypeptides are also encompassed by the invention. 
[0146] The polypeptide fragments of the present invention can be immediately 
envisaged using the above description and are therefore not individually listed solely for 
the purpose of not unnecessarily lengthening the specification. 

[0147] The above fragments need not be active since they would be useful, for 
example, in immunoassays, in epitope mapping, epitope tagging, to generate antibodies to 
a particular portion of the polypeptide, as vaccines, and as molecular weight markers. 

Other Mutants 

[0148] In addition to N- and C-terminal deletion forms of the protein discussed above, 
it also will be recognized by one of ordinary skill in the art that some amino acid 
sequences of the S. aureus polypeptides of the present invention can be varied without 
significant effect of the structure or function of the protein. If such differences in 
sequence are contemplated, it should be remembered that there will be critical areas on the 
protein which determine activity. 

[0149] Thus, the invention further includes variations of the S. aureus polypeptides 
which show substantial S. aureus polypeptide activity or which include regions of 5. 
aureus protein such as the protein portions discussed below. Such mutants include 
deletions, insertions, inversions, repeats, and substitutions selected according to general 
rules known in the art so as to have little effect on activity. For example, guidance 
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concerning how to make phenotypically silent amino acid substitutions is provided. There 
are two main approaches for studying the tolerance of an amino acid sequence to change. 
See, Bowie, J. U. et al. (1990), Science 247:1306-1310. The first method relies on the 
process of evolution, in which mutations are either accepted or rejected by natural 
selection. The second approach uses genetic engineering to introduce amino acid changes 
at specific positions of a cloned gene and selections or screens to identify sequences that 
maintain functionality. 

[0150] These studies have revealed that proteins are surprisingly tolerant of amino 
acid substitutions. The studies indicate which amino acid changes are likely to be 
permissive at a certain position of the protein. For example, most buried amino acid 
residues require nonpolar side chains, whereas few features of surface side chains are 
generally conserved. Other such phenotypically silent substitutions are described by 
Bowie et al. {supra) and the references cited therein. Typically seen as conservative 
substitutions are the replacements, one for another, among the aliphatic amino acids Ala, 
Val, Leu and He; interchange of the hydroxyl residues Ser and Thr, exchange of the acidic 
residues Asp and Glu, substitution between the amide residues Asn and Gin, exchange of 
the basic residues Lys and Arg and replacements among the aromatic residues Phe, Tyr. 
[0151] Thus, the fragment, derivative, analog, or homolog of the polypeptide of Table 
1 may be, for example: (i) one in which one or more of the amino acid residues are 
substituted with a conserved or non-conserved amino acid residue (preferably a conserved 
amino acid residue) and such substituted amino acid residue may or may not be one 
encoded by the genetic code: or (ii) one in which one or more of the amino acid residues 
includes a substituent group: or (iii) one in which the S. aureus polypeptide is fused with 
another compound, such as a compound to increase the half-life of the polypeptide (for 
example, polyethylene glycol): or (iv) one in which the additional amino acids are fused to 
the above form of the polypeptide, such as an Hexa-Histidine tag peptide or leader or 
secretory sequence or a sequence which is employed for purification of the above form of 
the polypeptide or a proprotein sequence. Such fragments, derivatives and analogs are 
deemed to be within the scope of those skilled in the art from the teachings herein. 
[0152] Thus, the 5*. aureus polypeptides of the present invention may include one or 
more amino acid substitutions, deletions, or additions, either from natural mutations or 
human manipulation. As indicated, changes are preferably of a minor nature, such as 
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conservative amino acid substitutions that do not significantly affect the folding or activity 
of the protein (see Table 3). 

TABLE 3. Conservative Amino Acid Substitutions. 



Aromatic 


Phenylalanine 




Tryptophan 




Tyrosine 


Hydrophobic 


Leucine 




Isoleucine 




Valine 


Polar 


Glutamine 




Asparagine 


Basic 


Arginine 




Lysine 




Histidine 


Acidic 


Aspartic Acid 




Glutamic Acid 


Small 


Alanine 




Serine 




Threonine 




Methionine 




Glycine 



[0153] Amino acids in the S. aureus proteins of the present invention that are essential 

for function can be identified by methods known in the art, such as site-directed 

mutagenesis or alanine- scanning mutagenesis. See, e.g., Cunningham et al. (1989) 

Science 244:1081-1085. The latter procedure introduces single alanine mutations at every 

residue in the molecule. The resulting mutant molecules are then tested for biological 

activity using assays appropriate for measuring the function of the particular protein. 

[0154] Of special interest are substitutions of charged amino acids with other charged 

or neutral amino acids which may produce proteins with highly desirable improved 
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characteristics, such as less aggregation. Aggregation may not only reduce activity but 
also be problematic when preparing pharmaceutical formulations, because aggregates can 
be immunogenic. See, e.g., Pinckard et al., (1967) Clin. Exp. Immunol. 2:331-340; 
Robbins, et al., (1987) Diabetes 36:838-845; Cleland, et al., (1993) Crit. Rev. Therapeutic 
Drug Carrier Systems 10:307-377. 

[0155] The polypeptides of the present invention are preferably provided in an isolated 
form, and may partially or substantially purified. A recombinantly produced version of 
the S. aureus polypeptide can be substantially purified by the one-step method described 
by Smith et al. (1988) Gene 67:31-40. Polypeptides of the invention also can be purified 
from natural or recombinant sources using antibodies directed against the polypeptides of 
the invention in methods which are well-known in the art of protein purification. The 
purity of the polypeptide of the present invention may also specified in percent purity as 
relative to heterologous containing polypeptides. Preferred purities include at least 25%, 
50%, 75%, 80%, 85%, 90%, 91%, 92%, 93%, 94%, 95%, 96%, 97%, 98%, 99%, 99.5%, 
99.75%, and 100% pure, as relative to hereto logous containing polypeptides. 
[0156] The invention provides for isolated S. aureus proteins comprising, or 
alternatively consisting of, polypeptides having an amino acid sequence selected from the 
group consisting of: (a) a full-length S. aureus polypeptide having the complete amino 
acid sequence shown in Table 1, (b) a full-length S. aureus polypeptide having the 
complete amino acid sequence shown in Table 1 excepting the N- terminal codon (e.g., 
including but not limited to, methionine, leucine, and/or valine), (c) an antigenic fragment 
of any of the polypeptides shown in Table 1 , (d) a biologically active fragment of any of 
the polypeptides shown in Table 1, (e) a polypeptide encoded by any of the polynucleotide 
sequences shown in Table 1, and (f) a polypeptide shown in Table 1. The polypeptides of 
the present invention also include polypeptides having an amino acid sequence at least 
80% identical, more preferably at least 90% identical, and still more preferably 95%, 96%, 
97%, 98% or 99% identical to those described in (a), (b), (c), (d), (e) or (f) above. Further 
polypeptides of the present invention include polypeptides which have at least 90% 
similarity, more preferably at least 95% similarity, and still more preferably at least 96%, 
97%, 98% or 99% similarity to those described above. Polynucleotides encoding these 
polypeptides are also encompassed by the invention. 
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[0157] A further embodiment of the invention relates to a polypeptide which 
comprises the amino acid sequence of a 5. aureus polypeptide having an amino acid 
sequence which contains at least one conservative amino acid substitution, but not more 
than 50 conservative amino acid substitutions, not more than 40 conservative amino acid 
substitutions, not more than 30 conservative amino acid substitutions, and not more than 
20 conservative amino acid substitutions. Also provided are polypeptides which comprise 
the amino acid sequence of a S. aureus polypeptide, having at least one, but not more than 
10, 9, 8, 7, 6, 5, 4, 3, 2 or 1 conservative amino acid substitutions. 

[0158] By a polypeptide having an amino acid sequence at least, for example, 95% 
"identical" to a query amino acid sequence of the present invention, it is intended that the 
amino acid sequence of the subject polypeptide is identical to the query sequence except 
that the subject polypeptide sequence may include up to five amino acid alterations per 
each 100 amino acids of the query amino acid sequence. In other words, to obtain a 
polypeptide having an amino acid sequence at least 95% identical to a query amino acid 
sequence, up to 5% (5 of 100) of the amino acid residues in the subject sequence may be 
inserted, deleted, (indels) or substituted with another amino acid. These alterations of the 
reference sequence may occur at the amino or carboxy terminal positions of the reference 
amino acid sequence or anywhere between those terminal positions, interspersed either 
individually among residues in the reference sequence or in one or more contiguous 
groups within the reference sequence. 

[0159] As a practical matter, whether any particular polypeptide is at least 80%, 85%, 
90%, 95%, 96%, 97%, 98% or 99% identical to, for instance, the amino acid sequences 
shown in Table 1 , or a fragment thereof, can be determined conventionally using known 
computer programs. A preferred method for determining the best overall match between a 
query sequence (a sequence of the present invention) and a subject sequence, also referred 
to as a global sequence alignment, can be determined using the FASTDB computer 
program based on the algorithm of Brutlag et al., (1990) Comp. App. Biosci. 6:237-245. 
In a sequence alignment the query and subject sequences are both amino acid sequences. 
The result of said global sequence alignment is in percent identity. Preferred parameters 
used in a FASTDB amino acid alignment are: Matrix=PAM 0, k-tuple=2, Mismatch 
Penalty=l, Joining Penalty=20, Randomization Group Length=0, Cutoff Score=l, 
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Window Size=sequence length, Gap Penalty=5, Gap Size Penalty=0.05, Window 
Size=500 or the length of the subject amino acid sequence, whichever is shorter. 
[0160] If the subject sequence is shorter than the query sequence due to N- or C- 
terminal deletions, not because of internal deletions, the results, in percent identity, must 
be manually corrected. This is because the FASTDB program does not account for N- and 
C-terminal truncations of the subject sequence when calculating global percent identity. 
For subject sequences truncated at the N- and C-termini, relative to the query sequence, 
the percent identity is corrected by calculating the number of residues of the query 
sequence that are N- and C-terminal of the subject sequence, which are not 
matched/aligned with a corresponding subject residue, as a percent of the total bases of the 
query sequence. Whether a residue is matched/aligned is determined by results of the 
FASTDB sequence alignment. This percentage is then subtracted from the percent 
identity, calculated by the above FASTDB program using the specified parameters, to 
arrive at a final percent identity score. This final percent identity score is what is used for 
the purposes of the present invention. Only residues to the N- and C-termini of the subject 
sequence, which are not matched/aligned with the query sequence, are considered for the 
purposes of manually adjusting the percent identity score. That is, only query amino acid 
residues outside the farthest N- and C-terminal residues of the subject sequence. 
[0161] For example, a 90 amino acid residue subject sequence is aligned with a 100 
residue query sequence to determine percent identity. The deletion occurs at the N- 
terminus of the subject sequence and therefore, the FASTDB alignment does not 
match/align with the first 10 residues at the N-terminus. The 10 unpaired residues 
represent 10% of the sequence (number of residues at the N- and C- termini not 
matched/total number of residues in the query sequence) so 10% is subtracted from the 
percent identity score calculated by the FASTDB program. If the remaining 90 residues 
were perfectly matched the final percent identity would be 90%. In another example, a 90 
residue subject sequence is compared with a 100 residue query sequence. This time the 
deletions are internal so there are no residues at the N- or C-termini of the subject 
sequence which are not matched/aligned with the query. In this case the percent identity 
calculated by FASTDB is not manually corrected. Once again, only residue positions 
outside the N- and C-terminal ends of the subject sequence, as displayed in the FASTDB 
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alignment, which are not matched/aligned with the query sequence are manually corrected. 
No other manual corrections are to be made for the purposes of the present invention. 
[0162] The above polypeptide sequences are included irrespective of whether they 
have their normal biological activity. This is because even where a particular polypeptide 
molecule does not have biological activity, one of skill in the art would still know how to 
use the polypeptide, for instance, as a vaccine or to generate antibodies. Other uses of the 
polypeptides of the present invention that do not have S. aureus activity include, inter alia, 
as epitope tags, in epitope mapping, and as molecular weight markers on SDS-PAGE gels 
or on molecular sieve gel filtration columns using methods known to those of skill in the 
art. 

[0163] As described below, the polypeptides of the present invention can also be used 
to raise polyclonal and monoclonal antibodies, which are useful in assays for detecting S. 
aureus protein expression or as agonists and antagonists capable of enhancing or 
inhibiting S. aureus protein function. Further, such polypeptides can be used in the yeast 
two-hybrid system to "capture" S. aureus protein . binding proteins which are also 
candidate agonists and antagonists according to the present invention. See, e.g., Fields et 
al. (1989) Nature 340:245-246. 
[0164] The present invention encompasses polypeptides comprising, or alternatively 
consisting of, an epitope of the polypeptide having an amino acid sequence in Table 1 , or 
encoded by a polynucleotide that hybridizes to the complement of a nucleotide sequence 
shown in Table 1 under stringent hybridization conditions or alternatively, lower 
stringency hybridization conditions as defined supra. The present invention further 
encompasses polynucleotide sequences encoding an epitope of a polypeptide sequence of 
the invention (such as, for example, a nucleotide sequence disclosed in Table 1), 
polynucleotide sequences of the complementary strand of a polynucleotide sequence 
encoding an epitope of the invention, and polynucleotide sequences which hybridize to the 
complementary strand under stringent hybridization conditions or lower stringency 
hybridization conditions defined supra. 
[0165] The term "epitopes," as used herein, refers to portions of a polypeptide having 
antigenic or immunogenic activity in an animal, preferably a mammal, and most 
preferably in a human. In a preferred embodiment, the present invention encompasses a 
polypeptide comprising an epitope, as well as the polynucleotide encoding this 
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polypeptide. An "immunogenic epitope," as used herein, is defined as a portion of a 
protein that elicits an antibody response in an animal, as determined by any method known 
in the art, for example, by the methods for generating antibodies described infra. (See, for 
example, Geysen et al., Proc. Natl. Acad. Sci. USA 81:3998- 4002 (1983)). The term 
"antigenic epitope," as used herein, is defined as a portion of a protein to which an 
antibody can immunospecifically bind its antigen as determined by any method well 
known in the art, for example, by the immunoassays described herein. Immunospecific 
binding excludes non-specific binding but does not necessarily exclude cross-reactivity 
with other antigens. Antigenic epitopes need not necessarily be immunogenic. 
[0166] Fragments which function as epitopes may be produced by any conventional 
means. (See, e.g., Houghten, Proc. Natl. Acad. Sci. USA 82:5131-5135 (1985), further 
described in U.S. Patent No. 4,631,21 1). 

[0167] In the present invention, antigenic epitopes preferably contain a sequence of at 
least 4, at least 5, at least 6, at least 7, more preferably at least 8, at least 9, at least 10, at 
least 1 1, at least 12, at least 13, at least 14, at least 15, at least 20, at least 25, at least 30, 
at least 40, at least 50, and, most preferably, between about 15 to about 30 amino acids. 
Preferred polypeptides comprising immunogenic or antigenic epitopes are at least 10, 15, 
20, 25, 30, 35, 40, 45, 50, 55, 60, 65, 70, 75, 80, 85, 90, 95, or 100 amino acid residues in 
length. Additional non-exclusive preferred antigenic epitopes include the antigenic 
epitopes disclosed herein, as well as portions thereof. Antigenic epitopes are useful, for 
example, to raise antibodies, including monoclonal antibodies that specifically bind the 
epitope. Preferred antigenic epitopes include the antigenic epitopes disclosed herein, as 
well as any combination of two, three, four, five or more of these antigenic epitopes. 
Antigenic epitopes can be used as the target molecules in immunoassays. (See, for 
instance, Wilson et al., Cell 37:767-778 (1984); Sutcliffe et al., Science 219:660-666 
(1983)). 

[0168] Similarly, immunogenic epitopes can be used, for example, to induce 
antibodies according to methods well known in the art. (See, for instance, Sutcliffe et al., 
supra; Wilson et al., supra; Chow et al., Proc. Natl. Acad. Sci. USA 82:910-914; and Bittle 
et al., J. Gen. Virol. 66:2347-2354 (1985). Preferred immunogenic epitopes include the 
immunogenic epitopes disclosed herein, as well as any combination of two, three, four, 
five or more of these immunogenic epitopes. The polypeptides comprising one or more 
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immunogenic epitopes may be presented for eliciting an antibody response together with a 
carrier protein, such as an albumin, to an animal system (such as rabbit or mouse), or, if 
the polypeptide is of sufficient length (at least about 25 amino acids), the polypeptide may 
be presented without a carrier. However, immunogenic epitopes comprising as few as 8 to 
10 amino acids have been shown to be sufficient to raise antibodies capable of binding to, 
at the very least, linear epitopes in a denatured polypeptide (e.g., in Western blotting). 
[0169] Epitope-bearing polypeptides of the present invention may be used to induce 
antibodies according to methods well known in the art including, but not limited to, in 
vivo immunization, in vitro immunization, and phage display methods. See, e.g., Sutcliffe 
et al., supra; Wilson et al., supra, and Bittle et al., J. Gen. Virol., 66:2347-2354 (1985). If 
in vivo immunization is used, animals may be immunized with free peptide; however, 
anti-peptide antibody titer may be boosted by coupling the peptide to a macromolecular 
carrier, such as keyhole limpet hemacyanin (KLH) or tetanus toxoid. For instance, 
peptides containing cysteine residues may be coupled to a carrier using a linker such as 
maleimidobenzoyl- N-hydroxysuccinimide ester (MBS), while other peptides may be 
coupled to carriers using a more general linking agent such as glutaraldehyde. Animals 
such as rabbits, rats and mice are immunized with either free or carrier- coupled peptides, 
for instance, by intraperitoneal and/or intradermal injection of emulsions containing about 
100 |ig of peptide or carrier protein and Freund's adjuvant or any other adjuvant known for 
stimulating an immune response. Several booster injections may be needed, for instance, 
at intervals of about two weeks, to provide a useful titer of anti-peptide antibody which 
can be detected, for example, by ELISA assay using free peptide adsorbed to a solid 
surface. The titer of anti-peptide antibodies in serum from an immunized animal may be 
increased by selection of anti-peptide antibodies, for instance, by adsorption to the peptide 
on a solid support and elution of the selected antibodies according to methods well known 
in the art. 

[0170] As one of skill in the art will appreciate, and as discussed above, the 
polypeptides of the present invention comprising an immunogenic or antigenic epitope can 
be fused to other polypeptide sequences. For example, the polypeptides of the present 
invention may be fused with the constant domain of immunoglobulins (IgA, IgE, IgG, 
IgM), or portions thereof (CHI, CH2, CH3, or any combination thereof and portions 
thereof) resulting in chimeric polypeptides. Such fusion proteins may facilitate 
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purification and may increase half-life in vivo. This has been shown for chimeric proteins 
consisting of the first two domains of the human CD4-polypeptide and various domains of 
the constant regions of the heavy or light chains of mammalian immunoglobulins. See 
e.g., EP 394,827; Traunecker et al., Nature, 331:84-86 (1988). Enhanced delivery of an 
antigen across the epithelial barrier to the immune system has been demonstrated for 
antigens (e.g., insulin) conjugated to an FcRn binding partner such as IgG or Fc fragments 
(see, e.g., PCT Publications WO 96/22024 and WO 99/04813). IgG Fusion proteins that 
have a disulfide-linked dimeric structure due to the IgG portion disulfide bonds have also 
been found to be more efficient in binding and neutralizing other molecules than 
monomelic polypeptides or fragments thereof alone. See e.g., Fountoulakis et al., J. 
Biochem., 270:3958-3964 (1995). Nucleic acids encoding the above epitopes can also be 
recombined with a gene of interest as an epitope tag (e.g., the hemagglutinin ("HA") tag or 
flag tag) to aid in detection and purification of the expressed polypeptide. For example, a 
system described by Janknecht et al. allows for the ready purification of non-denatured 
fusion proteins expressed in human cell lines (Janknecht et al., 1991, Proc. Natl. Acad. 
Sci. USA 88:8972- 897). In this system, the gene of interest is subcloned into a vaccinia 
recombination plasmid such that the open reading frame of the gene is translationally 
fused to an amino-terminal tag consisting of six histidine residues. The tag serves as a 
matrix-binding domain for the fusion protein. Extracts from cells infected with the 
recombinant vaccinia virus are loaded onto Ni 2+ nitriloacetic acid-agarose column and 
histidine-tagged proteins can be selectively eluted with imidazole-containing buffers. 
[0171] Additional fusion proteins of the invention may be generated through the 
techniques of gene-shuffling, motif-shuffling, exon-shuffling, and/or codon-shuffling 
(collectively referred to as M DNA shuffling"). DNA shuffling may be employed to 
modulate the activities of polypeptides of the invention, such methods can be used to 
generate polypeptides with altered activity, as well as agonists and antagonists of the 
polypeptides. See, generally, U.S. Patent Nos. 5,605,793; 5,811,238; 5,830,721; 
5,834,252; and 5,837,458, and Patten et al., Curr. Opinion Biotechnol. 8:724-33 (1997); 
Harayama, Trends Biotechnol. 16(2):76-82 (1998); Hansson, et al., J. Mol. Biol. 287:265- 
76 (1999); and Lorenzo and Blasco, Biotechniques 24(2):308- 13 (1998) (each of these 
patents and publications are incorporated herein by reference in its entirety). In one 
embodiment, alteration of polynucleotides corresponding to those shown in Table 1 and 
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the polypeptides encoded by these polynucleotides may be achieved by DNA shuffling. 
DNA shuffling involves the assembly of two or more DNA segments by homologous or 
site-specific recombination to generate variation in the polynucleotide sequence. In 
another embodiment, polynucleotides of the invention, or the encoded polypeptides, may 
be altered by being subjected to random mutagenesis by error-prone PCR, random 
nucleotide insertion or other methods prior to recombination. In another embodiment, one 
or more components, motifs, sections, parts, domains, fragments, etc., of a polynucleotide 
encoding a polypeptide of the invention may be recombined with one or more 
components, motifs, sections, parts, domains, fragments, etc. of one or more heterologous 
molecules. 

[0172] Predicted antigenic epitopes are shown in Table 4, below. It is pointed out that 
Table 4 only lists amino acid residues comprising epitopes predicted to have the highest 
degree of antigenicity by a particular algorithm. The polypeptides not listed in Table 4 and 
portions of polypeptides not listed in Table 4 are not considered non-antigenic. This is 
because they may still be antigenic in vivo but merely not recognized as such by the 
particular algorithm used. Thus, Table 4 lists the amino acids residues comprising only 
preferred antigenic epitopes, not a complete list. In fact, all fragments of the polypeptide 
sequence of Table 1, at least 7 amino acid residues in length, are included in the present 
invention as being useful in epitope mapping and in making antibodies to particular 
portions of the polypeptides. Moreover, Table 4 lists only the critical residues of the 
epitopes determined by the Jameson- Wolf analysis. Thus, additional flanking residues on 
either the N-terminal, C-terminal, or both N- and C- terminal ends may be added to the 
sequences of Table 4 to generate an epitope-bearing protion a least 7 residues in length. 
Amino acid residues comprising other antigenic epitopes may be determined by 
algorithms similar to the Jameson- Wolf analysis or by in vivo testing for an antigenic 
response using the methods described herein or those known in the art. 
[0173] Non- limiting examples of antigenic polypeptides or peptides that can be used 
to generate an Staphylococcal-specific immune response or antibodies include fragments 
of the amino acid sequences of Table 1 as discussed above. Table 4 discloses a list of non- 
limiting residues that are involved in the antigenicity of the epitope-bearing fragments of 
the present invention. Therefore, also included in the present inventions are isolated and 
purified antigenic epitope-bearing fragments of the polypeptides of the present invention 
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comprising a peptide sequences of Table 4. The antigenic epitope-bearing fragments 
comprising a peptide sequence of Table 4 preferably contain between 7 to 50 amino acids 
(i.e. any integer between 7 and 50) of a polypeptide of the present invention. Also, 
included in the present invention are antigenic polypeptides between the integers of 7 and 
the full length sequence of a polypeptide of Table 1 comprising 1 or more amino acid 
sequences of Table 4. Therefore, in most cases, the polypeptides of Table 4 make up only 
a portion of the antigenic polypeptide. All combinations of sequences between the 
integers of 7 and the full sequence of a polypeptide sequence of Table 1 are included. The 
antigenic epitope-bearing fragments may be specified by either the number of contiguous 
amino acid residues or by specific N-terminal and C-terminal positions as described above 
for the polypeptide fragments of the present invention, wherein the first codon of each 
polypeptide sequence of Table 1 is position 1 . Any number of the described antigenic 
epitope-bearing fragments of the present invention may also be excluded from the present 
invention in the same manner. 

Antibodies 

[0174] Further polypeptides of the invention relate to antibodies and T-cell antigen 
receptors (TCR) which immunospecifically bind a polypeptide, polypeptide fragment, or 
variant of any one of the polypeptide sequences in Table 1, and/or an epitope, of the 
present invention (as determined by immunoassays well-known in the art for assaying 
specific antibody-antigen binding). Antibodies of the invention include, but are not 
limited to, polyclonal, monoclonal, multispecific, human, humanized or chimeric 
antibodies, single chain antibodies, Fab fragments, F(ab') fragments, fragments produced 
by a Fab expression library, anti-idiotypic (anti-Id) antibodies (including, e.g., anti-Id 
antibodies to antibodies of the invention), and epitope-binding fragments of any of the 
above. The term "antibody," as used herein, refers to immunoglobulin molecules and 
immunologically active portions of immunoglobulin molecules, i.e., molecules that 
contain an antigen binding site that immunospecifically binds an antigen. The 
immunoglobulin molecules of the invention can be of any type (e.g., IgG, IgE, IgM, IgD, 
IgA and IgY), class (e.g., IgGl, IgG2, IgG3, IgG4, IgAl and IgA2) or subclass of 
immunoglobulin molecule. In a specific embodiment, the immunoglobulin molecules of 
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the invention are IgGl. In another specific embodiment, the immunoglobulin molecules of 
the invention are IgG4. 

[0175] Most preferably the antibodies are human antigen-binding antibody fragments 
of the present invention and include, but are not limited to, Fab, Fab' and F(ab')2, Fd, 
single-chain Fvs (scFv), single-chain antibodies, disulfide-linked Fvs (sdFv) and 
fragments comprising either a VL or VH domain. Antigen-binding antibody fragments, 
including single-chain antibodies, may comprise the variable region(s) alone or in 
combination with the entirety or a portion of the following: hinge region, CHI, CH2, and 
CH3 domains. Also included in the invention are antigen-binding fragments also 
comprising any combination of variable region(s) with a hinge region, CHI, CH2, and 
CH3 domains. The antibodies of the invention may be from any animal origin including 
birds and mammals. Preferably, the antibodies are human, murine (e.g., mouse and rat), 
donkey, ship rabbit, goat, guinea pig, camel, horse, or chicken. As used herein, "human" 
antibodies include antibodies having the amino acid sequence of a human immunoglobulin 
and include antibodies isolated from human immunoglobulin libraries or from animals 
transgenic for one or more human immunoglobulin and that do not express endogenous 
immunoglobulins, as described infra and, for example in, U.S. Patent No. 5,939,598 by 
Kucherlapati et al. 

[0176] The antibodies of the present invention may be monospecific, bispecific, 
trispecific or of greater multispecificity. Multispecific antibodies may be specific for 
different epitopes of a polypeptide of the present invention or may be specific for both a 
polypeptide of the present invention as well as for a heterologous epitope, such as a 
heterologous polypeptide or solid support material. See, e.g., PCT publications WO 
93/17715; WO 92/08802; WO 91/00360; WO 92/05793; Tutt, et al., J. Immunol. 147:60- 
69 (1991); U.S. Patent Nos. 4,474,893; 4,714,681; 4,925,648; 5,573,920; 5,601,819; 
Kostelny et al., J. Immunol. 148:1547-1553 (1992). 

[0177] Antibodies of the present invention may be described or specified in terms of 
the epitope(s) or portion(s) of a polypeptide of the present invention which they recognize 
or specifically bind. The epitope(s) or polypeptide portion(s) may be specified as 
described herein, e.g., by N-terminal and C-terminal positions, by size in contiguous 
amino acid residues, or listed in the Table 4 below. Preferred epitopes of the invention 
include the predicted antigenic epitopes shown in Table 4, below. It is pointed out that 
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Table 4 only lists amino acid residues comprising epitopes predicted to have the highest 
degree of antigenicity by particular algorithm. The polypeptides not listed in Table 4 and 
portions of polypeptides not listed in Table 4 are not considered non-antigenic. This is 
because they may still be antigenic in vivo but merely not recognized as such by the 
particular algorithm used. Thus, Table 4 lists the amino acid residues comprising only 
preferred antigenic epitopes, not a complete list. In fact, all fragments of the polypeptide 
sequence of Table 1, at least 7 amino acids residues in length, are included in the present 
invention as being useful in epitope mapping and in making antibodies to particular 
portions of the polypeptides. Moreover, Table 4 lists only the critical residues of the 
epitopes determined by the Jameson- Wolf analysis. Thus, additional flanking residues on 
either the N-terminal, C-terminal, or both N- and C-terminal ends may be added to the 
sequences of Table 4 to generate a epitope-bearing portion at least 7 residues in length. 
Amino acid residues comprising other antigenic epitopes may be determined by 
algorithms similar to the Jameson- Wolf analysis or by in vivo testing for an antigenic 
response using the methods described herein or those known in the art. 



TABLE 4. Residues Comprising Antigenic Epitoes 



HGSOlOMurC 


from about Gly-137 to about Lys-139, from about Lys-236 to 
about Asp-239. 


HGS027 Rfl 


from about Asn-106 to about Lys-109, from about Glu-191 to 
about Gly-194, from about Arg-227 to about Ala-23 1 . 


HGS038NusA 


from about Lys-39 to about Asp-42, from about Pro- 170 to about 
Lys-173, from about Thr-302 to about Gln-304. 


HGS041 NadE 


from about Lys-173 to about Asp- 176, from about Lys-189 to 
about Gly-192, from about Lys-273 to about Arg-275. 


HGS042 TrxB 


from about Lys-192 to about Asp- 194, from about Lys-210 to 
about Gly-2 12. 


HGS043 FemD/GlmM 


from about Arg-29 to about GIy-31, from about Pro-210 to about 
Gly-2 12, from about Asn-305 to about Thr-307. 


HGS044 GlmU 


from about Asp-261 to about Thr-263, from about Asp-390 to 
about Asn-393, from about Arg-452 to about Gly-454. 


HGS045 CoADR 


from about Thr-377 to about Asn-379. 


HGS046 SVR 


from about Tyr-89 to about Ser-92. 


HGS050 MurF 


from about Asp-258 to about Thr-262. 


HGS053 Ribosomal Protein SI 5 


from about Arg-53 to about Gly-55. 


HGS057 Ribosomal Protein S9 


from about Arg-7 to about Thr-9, from about Arg-11 to about 
Lys-13, from about Lys-58 to about Asn-60. 


HGS059 Ribosomal Protein S14 


from about Pro-40 to about Asp-42. 


HGS060 Ribosomal Protein SI 9 


from about Asp-53 to about Arg-55. 


HGS064 YycF 


from about Asp-34 to about Asn-36, from about Gly-58 to about 
Asp-60. 


HGS063 


from about Asp-27 to about Thr-31, from about Tyr-52 to about 
Gly-54, from about Glu-104 to about Gly-109, from about Gin- 
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196 to about Asp-202. 


HGS067 


from about Pro-27 to about Asp-29, from about Pro-236 to about 
Lys-238. 


HGS068 


from about Pro-221 to about Lys-223. 


HGS069 


from about Pro- 1 80 to about Asp- 1 82. 


HGS071 DdlA 


from about Asn-45 to about Asp-48, from about Ser-82 to about 
Ser-84, from about Lys-249 to about Gly-255, from about Lys- 
350 to about Tyr-353. 


HGS072 IspA 


from about Asp-88 to about Asp-91, from about Arg-93 to about 
Gly-95, from about Asn-240 to about Ser-243. 


HGS073 IspB 


from about Lys-44 to about Gly-47. 


HGS075 YycG 


from about Tyr-140 to about Gly-143, from about Ser-221 to 
about Asn-224, from about Ser-506 to about Asp-509. 


Pbpl 


from about Glu-64 to about Gly-66, from about Asp-70 to about 
Asn-72, from about Arg-140 to about Gly-142, from about Pro- 
172 to about Gly-174, from about Pro-234 to about Asp-238, 
from about Glu-292 to about Gly-294, from about Pro-312 to 
about Ser-314, from about Lys-337 to about Gly-339. 


DeaD 


from about Asn-380 to about Arg-382, from about Arg-462 to 
about Asn-466, from about Asn-474 to about Gly-480, from 
about Asp-48 5 to about Tyr-494, from about Lys-509 to about 
Gly-513. 



[0178] These polypeptide fragments have been determined to bear antigenic epitopes 
of the S. aureus proteins shown in Table 1 by the analysis of the Jameson- Wolf antigenic 
index. Antibodies which specifically bind any epitope or polypeptide of the present 
invention may also be excluded. Therefore, the present invention includes antibodies that 
specifically bind polypeptides of the present invention, and allows for the exclusion of the 
same. 

[0179] Antibodies of the present invention may also be described or specified in terms 

of their cross-reactivity. Antibodies that do not bind any other analog, ortholog, or 

homolog of a polypeptide of the present invention are included. Antibodies that bind 

polypeptides with at least 95%, at least 90%, at least 85%, at least 80%, at least 75%, at 

least 70%, at least 65%, at least 60%, at least 55%, and at least 50% identity (as calculated 

using methods known in the art and described herein) to a polypeptide of the present 

invention are also included in the present invention. In specific embodiments, antibodies 

of the present invention cross-react with murine, rat and/or rabbit homologs of human 

proteins and the corresponding epitopes thereof. Antibodies that do not bind polypeptides 

with less than 95%, less than 90%, less than 85%, less than 80%, less than 75%, less than 

70%, less than 65%, less than 60%, less than 55%, and less than 50% identity (as 

calculated using methods known in the art and described herein) to a polypeptide of the 
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present invention are also included in the present invention. In a specific embodiment, 
the above-described cross-reactivity is with respect to any single specific antigenic or 
immunogenic polypeptide, or combination(s) of 2, 3, 4, 5, or more of the specific antigenic 
and/or immunogenic polypeptides disclosed herein. Further included in the present 
invention are antibodies which bind polypeptides encoded by polynucleotides which 
hybridize to a polynucleotide of the present invention under stringent hybridization 
conditions (as described herein). Antibodies of the present invention may also be 
described or specified in terms of their binding affinity to a polypeptide of the invention. 
Preferred binding affinities include those with a dissociation constant or Kd less than 5 X 
1(T 2 M, 10" 2 M, 5 X 10- 3 M, 10" 3 M,5X 10 -4 M, 10" 4 M,5X 10 -5 M, 10" 5 M, 5 X 10" 6 M, 
10" 6 M, 5 X 10- 7 M, 10 7 M,5X 1(T 8 M, 10" 8 M,5X 10" 9 M, 10~ 9 M 5 5X 10" 10 M, 10" 10 M, 5 
X 1CT 11 M, 10 -11 M 5 5 X lO" 12 M, 10-12 M,5X 10 13 M, 10 13 M,5X 10 -14 M, 10" 14 M, 5 X 
10 15 M, or 10' 15 M. 

[0180] The invention also provides antibodies that competitively inhibit binding of an 
antibody to an epitope of the invention as determined by any method known in the art for 
determining competitive binding, for example, the immunoassays described herein. In 
preferred embodiments, the antibody competitively inhibits binding to the epitope by at 
least 95%, at least 90%, at least 85 %, at least 80%, at least 75%, at least 70%, at least 
60%, or at least 50%. 

[0181] Antibodies of the present invention may act as agonists or antagonists of the 
polypeptides of the present invention. For example, the present invention includes 
antibodies which disrupt the receptor/ligand interactions with the polypeptides of the 
invention either partially or fully. Preferrably, antibodies of the present invention bind an 
antigenic epitope disclosed herein, or a portion thereof. The invention features both 
receptor-specific antibodies and ligand-specific antibodies. The invention also features 
receptor-specific antibodies which do not prevent ligand binding but prevent receptor 
activation. Receptor activation (i.e., signaling) may be determined by techniques 
described herein or otherwise known in the art. For example, receptor activation can be 
determined by detecting the phosphorylation (e.g., tyrosine or serine/threonine) of the 
receptor or its substrate by immunoprecipitation followed by western blot analysis (for 
example, as described supra). In specific embodiments, antibodies are provided that 
inhibit ligand activity or receptor activity by at least 95%, at least 90%, at least 85%, at 
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least 80%, at least 75%, at least 70%, at least 60%, or at least 50% of the activity in 
absence of the antibody. 

[0182] The invention also features receptor-specific antibodies which both prevent 
ligand binding and receptor activation as well as antibodies that recognize the receptor- 
ligand complex, and, preferably, do not specifically recognize the unbound receptor or the 
unbound ligand. Likewise, included in the invention are neutralizing antibodies which 
bind the ligand and prevent binding of the ligand to the receptor, as well as antibodies 
which bind the ligand, thereby preventing receptor activation, but do not prevent the 
ligand from binding the receptor. Further included in the invention are antibodies which 
activate the receptor. These antibodies may act as receptor agonists, i.e., potentiate or 
activate either all or a subset of the biological activities of the ligand-mediated receptor 
activation, for example, by inducing dimerization of the receptor. The antibodies may be 
specified as agonists, antagonists or inverse agonists for biological activities comprising 
the specific biological activities of the peptides of the invention disclosed herein. The 
above antibody agonists can be made using methods known in the art. See, e.g., PCT 
publication WO 96/40281; U.S. Patent No. 5,81 1,097; Deng et al., Blood 92(6):1981-1988 
(1998); Chen et al., Cancer Res. 58(16):3668-3678 (1998); Harrop et al., J. Immunol. 
161(4): 1786-1794 (1998); Zhu et al., Cancer Res. 58(15):3209-3214 (1998); Yoon et al., 
J. Immunol. 160(7):3 170-3 179 (1998); Prat et al., J. Cell. Sci. lll(Pt2):237-247 (1998); 
Pitard et al., J. Immunol. Methods 205(2):177-190 (1997); Liautard et al., Cytokine 
9(4):233-241 (1997); Carlson et al., J. Biol. Chem. 272(17): 11295-1 1301 (1997); Taryman 
et al., Neuron 14(4):755-762 (1995); Muller et al., Structure 6(9):1 153-1 167 (1998); 
Bartunek et al., Cytokine 8(l):14-20 (1996) (which are all incorporated by reference 
herein in their entireties). 

[0183] Antibodies of the present invention may be used, for example, but not limited 
to, to purify, detect, and target the polypeptides of the present invention, including both in 
vitro and in vivo diagnostic and therapeutic methods. For example, the antibodies have use 
in immunoassays for qualitatively and quantitatively measuring levels of the polypeptides 
of the present invention in biological samples. See, e.g., Harlow et al., Antibodies: A 
Laboratory Manual, (Cold Spring Harbor Laboratory Press, 2nd ed. 1988) (incorporated 
by reference herein in its entirety). 
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[0184] As discussed in more detail below, the antibodies of the present invention may 
be used either alone or in combination with other compositions. The antibodies may 
further be recombinantly fused to a heterologous polypeptide at the N- or C -terminus or 
chemically conjugated (including covalently and non-covalently conjugations) to 
polypeptides or other compositions. For example, antibodies of the present invention may 
be recombinantly fused or conjugated to molecules useful as labels in detection assays and 
effector molecules such as heterologous polypeptides, drugs, radionuclides, or toxins. See, 
e.g., PCT publications WO 92/08495; WO 91/14438; WO 89/12624; U.S. Patent No. 
5,314,995; and EP 396,387. 

[0185] The antibodies of the invention include derivatives that are modified, i.e, by the 
covalent attachment of any type of molecule to the antibody such that covalent attachment 
does not prevent the antibody from generating an anti-idiotypic response. For example, 
but not by way of limitation, the antibody derivatives include antibodies that have been 
modified, e.g., by glycosylation, acetylation, pegylation, phosphylation, amidation, 
derivatization by known protecting/blocking groups, proteolytic cleavage, linkage to a 
cellular ligand or other protein, etc. Any of numerous chemical modifications may be 
carried out by known techniques, including, but not limited to specific chemical cleavage, 
acetylation, formylation, metabolic synthesis of tunicamycin, etc. Additionally, the 
derivative may contain one or more non-classical amino acids. 

[0186] The antibodies of the present invention may be generated by any suitable 
method known in the art. Polyclonal antibodies to an antigen-of- interest can be produced 
by various procedures well known in the art. For example, a polypeptide of the invention 
can be administered to various host animals including, but not limited to, rabbits, mice, 
rats, etc. to induce the production of sera containing polyclonal antibodies specific for the 
antigen. Various adjuvants may be used to increase the immunological response, 
depending on the host species, and include but are not limited to, Freund ? s (complete and 
incomplete), mineral gels such as aluminum hydroxide, surface active substances such as 
lysolecithin, pluronic polyols, polyanions, peptides, oil emulsions, keyhole limpet 
hemocyanins, dinitrophenol, and potentially useful human adjuvants such as BCG (bacille 
Calmette-Guerin) and corynebacterium parvum. Such adjuvants are also well known in 
the art. 
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[0187] Monoclonal antibodies can be prepared using a wide variety of techniques 
known in the art including the use of hybridoma, recombinant, and phage display 
technologies, or a combination thereof. For example, monoclonal antibodies can be 
produced using hybridoma techniques including those known in the art and taught, for 
example, in Harlow et aL, Antibodies: A Laboratory Manual, (Cold Spring Harbor 
Laboratory Press, 2nd ed. 1988); Hammerling, et aL, in: Monoclonal Antibodies and T- 
Cell Hybridomas 563-681 (Elsevier, N.Y., 1981) (said references incorporated by 
reference in their entireties). The term "monoclonal antibody" as used herein is not 
limited to antibodies produced through hybridoma technology. The term "monoclonal 
antibody" refers to an antibody that is derived from a single clone, including any 
eukaryotic, prokaryotic, or phage clone, and not the method by which it is produced. 
[0188] Methods for producing and screening for specific antibodies using hybridoma 
technology are routine and well known in the art and are discussed in detail in the 
Examples. In a non-limiting example, mice can be immunized with a polypeptide of the 
invention or a cell expressing such peptide. Once an immune response is detected, e.g., 
antibodies specific for the antigen are detected in the mouse serum, the mouse spleen is 
harvested and splenocytes isolated. The splenocytes are then fused by well-known 
techniques to any suitable myeloma cells, for example cells from cell line SP20 available 
from the ATCC. Hybridomas are selected and cloned by limited dilution. The hybridoma 
clones are then assayed by methods known in the art for cells that secrete antibodies 
capable of binding a polypeptide of the invention. Ascites fluid, which generally contains 
high levels of antibodies, can be generated by immunizing mice with positive hybridoma 
clones. 

[0189] Accordingly, the present invention provides methods of generating monoclonal 
antibodies as well as antibodies produced by the method comprising culturing a 
hybridoma cell secreting an antibody of the invention wherein, preferably, the hybridoma 
is generated by fusing splenocytes isolated from a mouse immunized with an antigen of 
the invention with myeloma cells and then screening the hybridomas resulting from the 
fusion for hybridoma clones that secrete an antibody able to bind a polypeptide of the 
invention. 

[0190] Antibody fragments which recognize specific epitopes may be generated by 
known techniques. For example, Fab and F(ab')2 fragments of the invention may be 
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produced by proteolytic cleavage of immunoglobulin molecules, using enzymes such as 
papain (to produce Fab fragments) or pepsin (to produce F(ab')2 fragments). F(ab')2 
fragments contain the variable region, the light chain constant region and the CHI domain 
of the heavy chain. 

[0191] For example, the antibodies of the present invention can also be generated 
using various phage display methods known in the art. In phage display methods, 
functional antibody domains are displayed on the surface of phage particles which carry 
the polynucleotide sequences encoding them. In a particular embodiment, such phage can 
be utilized to display antigen-binding domains expressed from a repertoire or 
combinatorial antibody library (e.g., human or murine). Phage expressing an antigen 
binding domain that binds the antigen of interest can be selected or identified with antigen, 
e.g., using labeled antigen or antigen bound or captured to a solid surface or bead. Phage 
used in these methods are typically filamentous phage including fd and Ml 3 binding 
domains expressed from phage with Fab, Fv or disulfide stabilized Fv antibody domains 
recombinantly fused to either the phage gene III or gene VIII protein. Examples of phage 
display methods that can be used to make the antibodies of the present invention include 
those disclosed in Brinkman et al., J. Immunol. Methods 182:41-50 (1995); Ames et al., J. 
Immunol. Methods 184:177-186 (1995); Kettleborough et al., Eur. J. Immunol. 24:952- 
958 (1994); Persic et al., Gene 187 9-18 (1997); Burton et al., Advances in Immunology 
57:191-280 (1994); PCT application No. PCT/GB9 1/0 1134; PCT publications WO 
90/02809; WO 91/10737; WO 92/01047; WO 92/18619; WO 93/11236; WO 95/15982; 
WO 95/20401; and U.S. Patent Nos. 5,698,426; 5,223,409; 5,403,484; 5,580,717; 
5,427,908; 5,750,753; 5,821,047; 5,571,698; 5,427,908; 5,516,637; 5,780,225; 5,658,727; 
5,733,743 and 5,969,108; each of which is incorporated herein by reference in its entirety. 
[0192] As described in the above references, after phage selection, the antibody coding 
regions from the phage can be isolated and used to generate whole antibodies, including 
human antibodies, or any other desired antigen binding fragment, and expressed in any 
desired host, including mammalian cells, insect cells, plant cells, yeast, and bacteria, e.g., 
as described in detail below. For example, techniques to recombinantly produce Fab, Fab* 
and F(ab')2 fragments can also be employed using methods known in the art such as those 
disclosed in PCT publication WO 92/22324; Mullinax et al., BioTechniques 12(6):864- 
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869 (1992); and Sawai et al. 5 AJRI 34:26-34 (1995); and Better et al., Science 240:1041- 
1043 (1988) (said references incorporated by reference in their entireties). 
[0193] Examples of techniques which can be used to produce single-chain Fvs and 
antibodies include those described in U.S. Patents 4,946,778 and 5,258,498; Huston et al., 
Methods in Enzymology 203:46-88 (1991); Shu et al., PNAS 90:7995-7999 (1993); and 
Skerra et al., Science 240:1038-1040 (1988). For some uses, including in vivo use of 
antibodies in humans and in vitro detection assays, it may be preferable to use chimeric, 
humanized, or human antibodies. A chimeric antibody is a molecule in which different 
portions of the antibody are derived from different animal species, such as antibodies 
having a variable region derived from a murine monoclonal antibody and a human 
immunoglobulin constant region. Methods for producing chimeric antibodies are known 
in the art. See e.g., Morrison, Science 229:1202 (1985); Oi et al., BioTechniques 4:214 
(1986); Gillies et al., (1989) J. Immunol. Methods 125:191-202; U.S. Patent Nos. 
5,807,715; 4,816,567; and 4,816397, which are incorporated herein by reference in their 
entirety. Humanized antibodies are antibody molecules from non-human species 
antibody that binds the desired antigen having one or more complementarity determining 
regions (CDRs) from the non-human species and a framework region from a human 
immunoglobulin molecule. Often, framework residues in the human framework regions 
will be substituted with the corresponding residue from the CDR donor antibody to alter, 
preferably improve, antigen binding. These framework substitutions are identified by 
methods well-known in the art, e.g., by modeling of the interactions of the CDR and 
framework residues to identify framework residues important for antigen binding and 
sequence comparison to identify unusual framework residues at particular positions. (See, 
e.g., Queen et al., U.S. Patent No. 5,585,089; Riechmann et al., Nature 332:323 (1988), 
which are incorporated herein by reference in their entireties.) Antibodies can be 
humanized using a variety of techniques known in the art including, for example, CDR- 
grafting (EP 239,400; PCT publication WO 91/09967; U.S. Patent Nos. 5,225,539; 
5,530,101; and 5,585,089), veneering or resurfacing (EP 592,106; EP 519,596; Padlan, 
Molecular Immunology 28(4/5):489-498 (1991); Studnicka et al., Protein Engineering 
7(6):805-814 (1994); Roguska. et al., PNAS 91:969-973 (1994)), and chain shuffling 
(U.S. Patent No. 5,565,332). 
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[0194] Completely human antibodies are particularly desirable for therapeutic 
treatment of human patients. Human antibodies can be made by a variety of methods 
known in the art including phage display methods described above using antibody libraries 
derived from human immunoglobulin sequences. See also, U.S. Patent Nos. 4,444,887 
and 4,716,111; and PCT publications WO 98/46645, WO 98/50433, WO 98/24893, WO 
98/16654, WO 96/34096, WO 96/33735, and WO 91/10741; each of which is incorporated 
herein by reference in its entirety. 

[0195] Human antibodies can also be produced using transgenic mice which are 
incapable of expressing functional endogenous immunoglobulins, but which can express 
human immunoglobulin genes. For example, the human heavy and light chain 
immunoglobulin gene complexes may be introduced randomly or by homologous 
recombination into mouse embryonic stem cells. Alternatively, the human variable 
region, constant region, and diversity region may be introduced into mouse embryonic 
stem cells in addition to the human heavy and light chain genes. The mouse heavy and 
light chain immunoglobulin genes may be rendered non- functional separately or 
simultaneously with the introduction of human immunoglobulin loci by homologous 
recombination. In particular, homozygous deletion of the JH region prevents endogenous 
antibody production. The modified embryonic stem cells are expanded and microinjected 
into blastocysts to produce chimeric mice. The chimeric mice are then bred to produce 
homozygous offspring which express human antibodies. The transgenic mice are 
immunized in the normal fashion with a selected antigen, e.g., all or a portion of a 
polypeptide of the invention. Monoclonal antibodies directed against the antigen can be 
obtained from the immunized, transgenic mice using conventional hybridoma technology. 
The human immunoglobulin transgenes harbored by the transgenic mice rearrange during 
B cell differentiation, and subsequently undergo class switching and somatic mutation. 
Thus, using such a technique, it is possible to produce therapeutically useful IgG, IgA, 
IgM and IgE antibodies. For an overview of this technology for producing human 
antibodies, see Lonberg and Huszar, Int. Rev. Immunol. 13:65-93 (1995). For a detailed 
discussion of this technology for producing human antibodies and human monoclonal 
antibodies and protocols for producing such antibodies, see, e.g., PCT publications WO 
98/24893; WO 92/01047; WO 96/34096; WO 96/33735; European Patent No. 0 598 877; 
U.S. Patent Nos. 5,413,923; 5,625,126; 5,633,425; 5,569,825; 5,661,016; 5,545,806; 
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5,814,318; 5,885,793; 5,916,771; and 5,939,598, which are incorporated by reference 
herein in their entirety. In addition, companies such as Abgenix, Inc. (Freemont, CA) and 
Genpharm (San Jose, CA) can be engaged to provide human antibodies directed against a 
selected antigen using technology similar to that described above. 

[0196] Completely human antibodies which recognize a selected epitope can be 
generated using a technique referred to as "guided selection." In this approach a selected 
non-human monoclonal antibody, e.g., a mouse antibody, is used to guide the selection of 
a completely human antibody recognizing the same epitope. (Jespers et al., Bio/technology 
12:899-903 (1988)). 

[0197] Further, antibodies to the polypeptides of the invention can, in turn, be utilized 
to generate anti-idiotype antibodies that "mimic" polypeptides of the invention using 
techniques well known to those skilled in the art. (See, e.g., Greenspan & Bona, FASEB J. 
7(5):437-444; (1989) and Nissinoff, J. Immunol. 147(8):2429-2438 (1991)). For 
example, antibodies which bind to and competitively inhibit polypeptide multimerization 
and/or binding of a polypeptide of the invention to a ligand can be used to generate anti- 
idiotypes that "mimic" the polypeptide multimerization and/or binding domain and, as a 
consequence, bind to and neutralize polypeptide and/or its ligand. Such neutralizing anti- 
idiotypes or Fab fragments of such anti-idiotypes can be used in therapeutic regimens to 
neutralize polypeptide ligand. For example, such anti-idiotypic antibodies can be used to 
bind a polypeptide of the invention and/or to bind its ligands/receptors, and thereby block 
its biological activity. 

Polynucleotides Encoding Antibodies 

[0198] The invention further provides polynucleotides comprising a nucleotide 
sequence encoding an antibody of the invention and fragments thereof. The invention also 
encompasses polynucleotides that hybridize under stringent or lower stringency 
hybridization conditions, e.g., as defined supra, to polynucleotides that encode an 
antibody, preferably, that specifically binds to a polypeptide of the invention, preferably, 
an antibody that binds to a polypeptide having any of the amino acid sequences shown in 
Table 1. 

[0199] The polynucleotides may be obtained, and the nucleotide sequence of the 
polynucleotides determined, by any method known in the art. For example, if the 
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nucleotide sequence of the antibody is known, a polynucleotide encoding the antibody 
may be assembled from chemically synthesized oligonucleotides (e.g., as described in 
Kutmeier et aL, BioTechniques 17:242 (1994)), which, briefly, involves the synthesis of 
overlapping oligonucleotides containing portions of the sequence encoding the antibody, 
annealing and ligating of those oligonucleotides, and then amplification of the ligated 
oligonucleotides by PCR. 

[0200] Alternatively, a polynucleotide encoding an antibody may be generated from 
nucleic acid from a suitable source. If a clone containing a nucleic acid encoding a 
particular antibody is not available, but the sequence of the antibody molecule is known, a 
nucleic acid encoding the immunoglobulin may be chemically synthesized or obtained 
from a suitable source (e.g., an antibody cDNA library, or a cDNA library generated from, 
or nucleic acid, preferably poly A+ RNA, isolated from, any tissue or cells expressing the 
antibody, such as hybridoma cells selected to express an antibody of the invention) by 
PCR amplification using synthetic primers hybridizable to the 3* and 5' ends of the 
sequence or by cloning using an oligonucleotide probe specific for the particular gene 
sequence to identify, e.g., a cDNA clone from a cDNA library that encodes the antibody. 
Amplified nucleic acids generated by PCR may then be cloned into replicable cloning 
vectors using any method well known in the art. 

[0201] Once the nucleotide sequence and corresponding amino acid sequence of the 
antibody is determined, the nucleotide sequence of the antibody may be manipulated using 
methods well-known in the art for the manipulation of nucleotide sequences, e.g., 
recombinant DNA techniques, site directed mutagenesis, PCR, etc. (see, for example, the 
techniques described in Sambrook et al., 1990, Molecular Cloning, A Laboratory Manual, 
2d Ed., Cold Spring Harbor Laboratory, Cold Spring Harbor, NY and Ausubel et al., eds., 
1998, Current Protocols in Molecular Biology, John Wiley & Sons, NY, which are both 
incorporated by reference herein in their entireties ), to generate antibodies having a 
different amino acid sequence, for example to create amino acid substitutions, deletions, 
and/or insertions. 

[0202] In a specific embodiment, the amino acid sequence of the heavy and/or light 
chain variable domains may be inspected to identify the sequences of the complementarity 
determining regions (CDRs) by methods that are well know in the art, e.g., by comparison 
to known amino acid sequences of other heavy and light chain variable regions to 
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determine the regions of sequence hypervariability. Using routine recombinant DNA 
techniques, one or more of the CDRs may be inserted within framework regions, e.g., into 
human framework regions to humanize a non-human antibody, as described supra. The 
framework regions may be naturally occurring or consensus framework regions, and 
preferably human framework regions (see, e.g., Chothia et al., J. Mol. Biol. 278: 457-479 
(1998) for a listing of human framework regions). Preferably, the polynucleotide 
generated by the combination of the framework regions and CDRs encodes an antibody 
that specifically binds a polypeptide of the invention. Preferably, as discussed supra, one 
or more amino acid substitutions may be made within the framework regions, and, 
preferably, the amino acid substitutions improve binding of the antibody to its antigen. 
Additionally, such methods may be used to make amino acid substitutions or deletions of 
one or more variable region cysteine residues participating in an intrachain disulfide bond 
to generate antibody molecules lacking one or more intrachain disulfide bonds. Other 
alterations to the polynucleotide are encompassed by the present invention and within the 
skill of the art. 

[0203] In addition, techniques developed for the production of "chimeric antibodies" 
(Morrison et al., Proc. Natl. Acad. Sci. 81:851-855 (1984); Neuberger et al., Nature 
312:604-608 (1984); Takeda et al., Nature 314:452-454 (1985)) by splicing genes from a 
mouse antibody molecule of appropriate antigen specificity together with genes from a 
human antibody molecule of appropriate biological activity can be used. As described 
supra, a chimeric antibody is a molecule in which different portions are derived from 
different animal species, such as those having a variable region derived from a murine 
mAb and a human immunoglobulin constant region, e.g., humanized antibodies. 
[0204] Alternatively, techniques described for the production of single chain 
antibodies (U.S. Patent No. 4,946,778; Bird, Science 242:423- 42 (1988); Huston et al., 
Proc. Natl. Acad. Sci. USA 85:5879-5883 (1988); and Ward et al., Nature 334:544-54 
(1989)) can be adapted to produce single chain antibodies. Single chain antibodies are 
formed by linking the heavy and light chain fragments of the Fv region via an amino acid 
bridge, resulting in a single chain polypeptide. Techniques for the assembly of functional 
Fv fragments in E. coli may also be used (Skerra et al., Science 242:1038- 1041 (1988)). 

Methods of Producing Antibodies 
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[0205] The antibodies of the invention can be produced by any method known in the 
art for the synthesis of antibodies, in particular, by chemical synthesis or preferably, by 
recombinant expression techniques. 

[0206] Recombinant expression of an antibody of the invention, or fragment, 
derivative or analog thereof, (e.g., a heavy or light chain of an antibody of the invention or 
a single chain antibody of the invention), requires construction of an expression vector 
containing a polynucleotide that encodes the antibody. Once a polynucleotide encoding an 
antibody molecule or a heavy or light chain of an antibody, or portion thereof (preferably 
containing the heavy or light chain variable domain), of the invention has been obtained, 
the vector for the production of the antibody molecule may be produced by recombinant 
DNA technology using techniques well-known in the art. Thus, methods for preparing a 
protein by expressing a polynucleotide containing an antibody encoding nucleotide 
sequence are described herein. Methods which are well known to those skilled in the art 
can be used to construct expression vectors containing antibody coding sequences and 
appropriate transcriptional and translational control signals. These methods include, for 
example, in vitro recombinant DNA techniques, synthetic techniques, and in vivo genetic 
recombination. The invention, thus, provides replicable vectors comprising a nucleotide 
sequence encoding an antibody molecule of the invention, or a heavy or light chain 
thereof, or a heavy or light chain variable domain, operably linked to a promoter. Such 
vectors may include the nucleotide sequence encoding the constant region of the antibody 
molecule (see, e.g., PCT Publication WO 86/05807; PCT Publication WO 89/01036; and 
U.S. Patent No. 5,122,464) and the variable domain of the antibody may be cloned into 
such a vector for expression of the entire heavy or light chain. 

[0207] The expression vector is transferred to a host cell by conventional techniques 
and the transfected cells are then cultured by conventional techniques to produce an 
antibody of the invention. Thus, the invention includes host cells containing a 
polynucleotide encoding an antibody of the invention, or a heavy or light chain thereof, or 
a single chain antibody of the invention, operably linked to a heterologous promoter. In 
preferred embodiments for the expression of double-chained antibodies, vectors encoding 
both the heavy and light chains may be co-expressed in the host cell for expression of the 
entire immunoglobulin molecule, as detailed below. 
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[0208] A variety of host-expression vector systems may be utilized to express the 
antibody molecules of the invention. Such host-expression systems represent vehicles by 
which the coding sequences of interest may be produced and subsequently purified, but 
also represent cells which may, when transformed or transfected with the appropriate 
nucleotide coding sequences, express an antibody molecule of the invention in situ. These 
include but are not limited to microorganisms such as bacteria (e.g., E. coli, B. subtilis) 
transformed with recombinant bacteriophage DNA, plasmid DNA or cosmid DNA 
expression vectors containing antibody coding sequences; yeast (e.g., Saccharomyces, 
Pichia) transformed with recombinant yeast expression vectors containing antibody 
coding sequences; insect cell systems infected with recombinant virus expression vectors 
(e.g., baculovirus) containing antibody coding sequences; plant cell systems infected with 
recombinant virus expression vectors (e.g., cauliflower mosaic virus, CaMV; tobacco 
mosaic virus, TMV) or transformed with recombinant plasmid expression vectors (e.g., Ti 
plasmid) containing antibody coding sequences; or mammalian cell systems (e.g., COS, 
CHO, BHK,. 293, 3T3 cells) harboring recombinant expression constructs containing 
promoters derived from the genome of mammalian cells (e.g., metallothionein promoter) 
or from mammalian viruses (e.g., the adenovirus late promoter; the vaccinia virus 7.5K 
promoter). Preferably, bacterial cells such as Escherichia coli, and more preferably, 
eukaryotic cells, especially for the expression of whole recombinant antibody molecule, 
are used for the expression of a recombinant antibody molecule. For example, 
mammalian cells such as Chinese hamster ovary cells (CHO), in conjunction with a vector 
such as the major intermediate early gene promoter element from human cytomegalovirus 
is an effective expression system for antibodies (Foecking et al., Gene 45:101 (1986); 
Cockett et al., Bio/Technology 8:2 (1990)). 

[0209] In bacterial systems, a number of expression vectors may be advantageously 
selected depending upon the use intended for the antibody molecule being expressed. For 
example, when a large quantity of such a protein is to be produced, for the generation of 
pharmaceutical compositions of an antibody molecule, vectors which direct the expression 
of high levels of fusion protein products that are readily purified may be desirable. Such 
vectors include, but are not limited, to the E. coli expression vector pUR278 (Ruther et al., 
EMBO J. 2:1791 (1983)), in which the antibody coding sequence may be ligated 
individually into the vector in frame with the lac Z coding region so that a fusion protein is 
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produced; pIN vectors (Inouye & Inouye, Nucleic Acids Res. 13:3101-3109 (1985); Van 
Heeke & Schuster, J. Biol. Chem. 24:5503-5509 (1989)); and the like. pGEX vectors may 
also be used to express foreign polypeptides as fusion proteins with glutathione S- 
transferase (GST). In general, such fusion proteins are soluble and can easily be purified 
from lysed cells by adsorption and binding to matrix glutathione-agarose beads followed 
by elution in the presence of free glutathione. The pGEX vectors are designed to include 
thrombin or factor Xa protease cleavage sites so that the cloned target gene product can be 
released from the GST moiety. 

[0210] In an insect system, Autographa californica nuclear polyhedrosis virus 
(AcNPV) is used as a vector to express foreign genes. The virus grows in Spodoptera 
frugiperda cells. The antibody coding sequence may be cloned individually into non- 
essential regions (for example the polyhedrin gene) of the virus and placed under control 
of an AcNPV promoter (for example the polyhedrin promoter). 

[0211] In mammalian host cells, a number of viral-based expression systems may be 
utilized. In cases where an adenovirus is used as an expression vector, the antibody 
coding sequence of interest may be ligated to an adenovirus transcription/translation 
control complex, e.g., the late promoter and tripartite leader sequence. This chimeric gene 
may then be inserted in the adenovirus genome by in vitro or in vivo recombination. 
Insertion in a non- essential region of the viral genome (e.g., region El or E3) will result 
in a recombinant virus that is viable and capable of expressing the antibody molecule in 
infected hosts, (e.g., see Logan & Shenk, Proc. Natl. Acad. Sci. USA 81:355-359 (1984)). 
Specific initiation signals may also be required for efficient translation of inserted 
antibody coding sequences. These signals include the ATG initiation codon and adjacent 
sequences. Furthermore, the initiation codon must be in phase with the reading frame of 
the desired coding sequence to ensure translation of the entire insert. These exogenous 
translational control signals and initiation codons can be of a variety of origins, both 
natural and synthetic. The efficiency of expression may be enhanced by the inclusion of 
appropriate transcription enhancer elements, transcription terminators, etc. (see Bittner et 
al., Methods in Enzymol. 153:51-544 (1987)). 

[0212] In addition, a host cell strain may be chosen which modulates the expression of 
the inserted sequences, or modifies and processes the gene product in the specific fashion 
desired. Such modifications (e.g., glycosylation) and processing (e.g., cleavage) of protein 
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products may be important for the function of the protein. Different host cells have 
characteristic and specific mechanisms for the post-translational processing and 
modification of proteins and gene products. Appropriate cell lines or host systems can be 
chosen to ensure the correct modification and processing of the foreign protein expressed. 
To this end, eukaryotic host cells which possess the cellular machinery for proper 
processing of the primary transcript, glycosylation, and phosphorylation of the gene 
product may be used. Such mammalian host cells include but are not limited to CHO, 
VERY, BHK, Hela, COS, MDCK, 293, 3T3, WI38, and in particular, breast cancer cell 
lines such as, for example, BT483, Hs578T, HTB2, BT20 and T47D, and normal 
mammary gland cell line such as, for example, CRL7030 and Hs578Bst 
[0213] For long-term, high-yield production of recombinant proteins, stable 
expression is preferred. For example, cell lines which stably express the antibody 
molecule may be engineered. Rather than using expression vectors which contain viral 
origins of replication, host cells can be transformed with DNA controlled by appropriate 
expression control elements (e.g., promoter, enhancer, sequences, transcription 
terminators, polyadenylation sites, etc.), and a selectable marker. Following the 
introduction of the foreign DNA, engineered cells may be allowed to grow for 1-2 days in 
an enriched media, and then are switched to a selective media. The selectable marker in 
the recombinant plasmid confers resistance to the selection and allows cells to stably 
integrate the plasmid into their chromosomes and grow to form foci which in turn can be 
cloned and expanded into cell lines. This method may advantageously be used to engineer 
cell lines which express the antibody molecule. Such engineered cell lines may be 
particularly useful in screening and evaluation of compounds that interact directly or 
indirectly with the antibody molecule. 

[0214] A number of selection systems may be used, including but not limited to the 
herpes simplex virus thymidine kinase (Wigler et al., Cell 11:223 (1977)), hypoxanthine- 
guanine phosphoribosyltransferase (Szybalska & Szybalski, Proc. Natl. Acad. Sci. USA 
48:202 (1992)), and adenine phosphoribosyltransferase (Lowy et al., Cell 22:817 (1980)) 
genes can be employed in tk-, hgprt- or aprt- cells, respectively. Also, antimetabolite 
resistance can be used as the basis of selection for the following genes: dhfr, which 
confers resistance to methotrexate (Wigler et al., Natl. Acad. Sci. USA 77:357 (1980); 
O'Hare et al., Proc. Natl. Acad. Sci. USA 78:1527 (1981)); gpt, which confers resistance 
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to mycophenolic acid (Mulligan & Berg, Proc. Natl. Acad. Sci. USA 78:2072 (1981)); 
neo, which confers resistance to the aminoglycoside G-418 Clinical Pharmacy 12:488- 
505; Wu and Wu, Biotherapy 3:87-95 (1991); Tolstoshev, Ann. Rev. Pharmacol. Toxicol. 
32:573-596 (1993); Mulligan, Science 260:926-932 (1993); and Morgan and Anderson, 
Ann. Rev. Biochem. 62:191-217 (1993); May, 1993, TIB TECH 1 1(5):155-215); and 
hygro, which confers resistance to hygromycin (Santerre et al., Gene 30:147 (1984)). 
Methods commonly known in the art of recombinant DNA technology may be routinely 
applied to select the desired recombinant clone, and such methods are described, for 
example, in Ausubel et al. (eds.), Current Protocols in Molecular Biology, John Wiley & 
Sons, NY (1993); Kriegler, Gene Transfer and Expression, A Laboratory Manual, 
Stockton Press, NY (1990); and in Chapters 12 and 13, Dracopoli et al. (eds), Current 
Protocols in Human Genetics, John Wiley & Sons, NY (1994); Colberre-Garapin et al., J. 
Mol. Biol. 150:1 (1981), which are incorporated by reference herein in their entireties. 
[0215] The expression levels of an antibody molecule can be increased by vector 
amplification (for a review, see Bebbington and Hentschel, The use of vectors based on 
gene amplification for the expression of cloned genes in mammalian cells in DNA 
cloning, Vol.3. (Academic Press, New York, 1987)). When a marker in the vector system 
expressing antibody is amplifiable, increase in the level of inhibitor present in culture of 
host cell will increase the number of copies of the marker gene. Since the amplified 
region is associated with the antibody gene, production of the antibody will also increase 
(Crouse et al., Mol. Cell. Biol. 3:257 (1983)). 

[0216] The host cell may be co-transfected with two expression vectors of the 
invention, the first vector encoding a heavy chain derived polypeptide and the second 
vector encoding a light chain derived polypeptide. The two vectors may contain identical 
selectable markers which enable equal expression of heavy and light chain polypeptides. 
Alternatively, a single vector may be used which encodes, and is capable of expressing, 
both heavy and light chain polypeptides. In such situations, the light chain should be 
placed before the heavy chain to avoid an excess of toxic free heavy chain (Proudfoot, 
Nature 322:52 (1986); Kohler, Proc. Natl. Acad. Sci. USA 77:2197 (1980)). The coding 
sequences for the heavy and light chains may comprise cDNA or genomic DNA. 
[0217] Once an antibody molecule of the invention has been produced by an animal, 
chemically synthesized, or recombinantly expressed, it may be purified by any method 
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known in the art for purification of an immunoglobulin molecule, for example, by 
chromatography (e.g., ion exchange, affinity, particularly by affinity for the specific 
antigen after Protein A, and sizing column chromatography), centrifugation, differential 
solubility, or by any other standard technique for the purification of proteins. In addition, 
the antibodies of the present invention or fragments thereof can be fused to heterologous 
polypeptide sequences described herein or otherwise known in the art, to facilitate 
purification. 

[0218] The present invention encompasses antibodies recombinantly fused or 
chemically conjugated (including both covalently and non-covalently conjugations) to a 
polypeptide (or portion thereof, preferably at least 10, 20, 30, 40, 50, 60, 70, 80, 90 or 100 
amino acids of the polypeptide) of the present invention to generate fusion proteins. The 
fusion does not necessarily need to be direct, but may occur through linker sequences. 
The antibodies may be specific for antigens other than polypeptides (or portion thereof, 
preferably at least 10, 20, 30, 40, 50, 60, 70, 80, 90 or 100 amino acids of the polypeptide) 
of the present invention. For example, antibodies may be used to target the polypeptides 
of the present invention to particular cell types, either in vitro or in vivo, by fusing or 
conjugating the polypeptides of the present invention to antibodies specific for particular 
cell surface receptors. Antibodies fused or conjugated to the polypeptides of the present 
invention may also be used in in vitro immunoassays and purification methods using 
methods known in the art. See e.g., Harbor et al., supra, and PCT publication WO 
93/21232; EP 439,095; Naramura et al., Immunol. Lett. 39:91-99 (1994); U.S. Patent 
5,474,981; Gillies et al., PNAS 89:1428-1432 (1992); Fell et al., J. Immunol. 146:2446- 
2452(1991), which are incorporated by reference in their entireties. 

[0219] The present invention further includes compositions comprising the 
polypeptides of the present invention fused or conjugated to antibody domains other than 
the variable regions. For example, the polypeptides of the present invention may be fused 
or conjugated to an antibody Fc region, or portion thereof The antibody portion fused to a 
polypeptide of the present invention may comprise the constant region, hinge region, CHI 
domain, CH2 domain, and CH3 domain or any combination of whole domains or portions 
thereof. The polypeptides may also be fused or conjugated to the above antibody portions 
to form multimers. For example, Fc portions fused to the polypeptides of the present 
invention can form dimers through disulfide bonding between the Fc portions. Higher 
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multimeric forms can be made by fixsing the polypeptides to portions of IgA and IgM. 
Methods for fusing or conjugating the polypeptides of the present invention to antibody 
portions are known in the art. See, e.g., U.S. Patent Nos. 5,336,603; 5,622,929; 5,359,046; 
5,349,053; 5,447,851; 5,112,946; EP 307,434; EP 367,166; PCT publications WO 
96/04388; WO 91/06570; Ashkenazi et al., Proc. Natl. Acad. Sci. USA 88:10535-10539 
(1991); Zheng et al., J. Immunol. 154:5590-5600 (1995); and Vil et al., Proc. Natl. Acad. 
Sci. USA 89:11337- 11341(1992) (said references incorporated by reference in their 
entireties). 

[0220] As discussed, supra, the polypeptides corresponding to a polypeptide, 
polypeptide fragment, or a variant of any one of the amino acid sequences shown in Table 
1 may be fused or conjugated to the above antibody portions to increase the in vivo half 
life of the polypeptides or for use in immunoassays using methods known in the art. 
Further, the polypeptides corresponding to S. aureus proteins shown in Table 1 may be 
fused or conjugated to the above antibody portions to facilitate purification. One reported 
example describes chimeric proteins consisting of the first two domains of the human 
CD4-polypeptide and various domains of the constant regions of the heavy or light chains 
of mammalian immunoglobulins. (EP 394,827; Traunecker et al., Nature 331:84-86 
(1988). The polypeptides of the present invention fused or conjugated to an antibody 
having disulfide- linked dimeric structures (due to the IgG) may also be more efficient in 
binding and neutralizing other molecules, than the monomeric secreted protein or protein 
fragment alone. (Fountoulakis et al., J. Biochem. 270:3958-3964 (1995)). In many cases, 
the Fc part in a fusion protein is beneficial in therapy and diagnosis, and thus can result in, 
for example, improved pharmacokinetic properties. (EP A 232,262). Alternatively, 
deleting the Fc part after the fusion protein has been expressed, detected, and purified, 
would be desired. For example, the Fc portion may hinder therapy and diagnosis if the 
fusion protein is used as an antigen for immunizations. In drug discovery, for example, 
human proteins, such as hIL-5, have been fused with Fc portions for the purpose of high- 
throughput screening assays to identify antagonists of hIL-5. (See, Bennett et al., J. 
Molecular Recognition 8:52-58 (1995); Johanson et al., J. Biol. Chem. 270:9459-9471 
(1995). 

[0221] Moreover, the antibodies or fragments thereof of the present invention can be 
fused to marker sequences, such as a peptide to facilitate purification. In preferred 
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embodiments, the marker amino acid sequence is a hexa-histidine peptide, such as the tag 
provided in a pQE vector (QIAGEN, Inc., 9259 Eton Avenue, Chatsworth, CA, 91311), 
among others, many of which are commercially available. As described in Gentz et al., 
Proc. Natl. Acad. Sci. USA 86:821-824 (1989), for instance, hexa-histidine provides for 
convenient purification of the fusion protein. Other peptide tags useful for purification 
include, but are not limited to, the "HA" tag, which corresponds to an epitope derived 
from the influenza hemagglutinin protein (Wilson et al., Cell 37:767 (1984)) and the 
"flag" tag. 

[0222] The present invention further encompasses antibodies or fragments thereof 
conjugated to a diagnostic or therapeutic agent. The antibodies can be used diagnostically 
to, for example, monitor the development or progression of a tumor as part of a clinical 
testing procedure to, e.g., determine the efficacy of a given treatment regimen. Detection 
can be facilitated by coupling the antibody to a detectable substance. Examples of 
detectable substances include various enzymes, prosthetic groups, fluorescent materials, 
luminescent materials, bioluminescent materials, radioactive materials, positron emitting 
metals using various positron emission tomographies, and nonradioactive paramagnetic 
metal ions. The detectable substance may be coupled or conjugated either directly to the 
antibody (or fragment thereof) or indirectly, through an intermediate (such as, for 
example, a linker known in the art) using techniques known in the art. See, for example, 
U.S. Patent No. 4,741,900 for metal ions which can be conjugated to antibodies for use as 
diagnostics according to the present invention. Examples of suitable enzymes include 
horseradish peroxidase, alkaline phosphatase, beta-galactosidase, or acetylcholinesterase; 
examples of suitable prosthetic group complexes include streptavidin/biotin and 
avidin/biotin; examples of suitable fluorescent materials include umbelliferone, 
fluorescein, fluorescein isothiocyanate, rhodamine, dichlorotriazinylamine fluorescein, 
dansyl chloride or phycoerythrin; an example of a luminescent material includes luminol; 
examples of bioluminescent materials include luciferase, luciferin, and aequorin; and 
examples of suitable radioactive material include 1251, 1311, 1 1 lln or 99Tc. 
[0223] Further, an antibody or fragment thereof may be conjugated to a therapeutic 
moiety such as a cytotoxin, e.g., a cytostatic or cytocidal agent, a therapeutic agent or a 
radioactive metal ion, e.g., alpha-emitters such as, for example, 213Bi. A cytotoxin or 
cytotoxic agent includes any agent that is detrimental to cells. Examples include 
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paclitaxol, cytochalasin B, gramicidin D, ethidium bromide, emetine, mitomycin, 
etoposide, tenoposide, vincristine, vinblastine, colchicin, doxorubicin, daunorubicin, 
dihydroxy anthracin dione, mitoxantrone, mithramycin, actinomycin D, 1- 
dehydrotestosterone, glucocorticoids, procaine, tetracaine, lidocaine, propranolol, and 
puromycin and analogs or homologs thereof. Therapeutic agents include, but are not 
limited to, antimetabolites (e.g., methotrexate, 6-mercaptopurine, 6-thioguanine, 
cytarabine, 5-fluorouracil decarbazine), alkylating agents (e.g., mechlorethamine, thioepa 
chlorambucil, melphalan, carmustine (BSNU) and lomustine (CCNU), cyclothosphamide, 
busulfan, dibromomannitol, streptozotocin, mitomycin C, and cis- dichlorodiamine 
platinum (II) (DDP) cisplatin), anthracyclines (e.g., daunorubicin (formerly daunomycin) 
and doxorubicin), antibiotics (e.g., dactinomycin (formerly actinomycin), bleomycin, 
mithramycin, and anthramycin (AMC)), and anti-mitotic agents (e.g., vincristine and 
vinblastine). 

[0224] The conjugates of the invention can be used for modifying a given biological 
response, the therapeutic agent or drug moiety is not to be construed as limited to classical 
chemical therapeutic agents. For example, the drug moiety may be a protein or 
polypeptide possessing a desired biological activity. Such proteins may include, for 
example, a toxin such as abrin, ricin A, pseudomonas exotoxin, or diphtheria toxin; a 
protein such as tumor necrosis factor, a-interferon, B-interferon, nerve growth factor, 
platelet derived growth factor, tissue plasminogen activator, an apoptotic agent, e.g., TNF- 
alpha, TNF-beta, AIM I (See, International Publication No. WO 97/33899), AIM II (See, 
International Publication No. WO 97/34911), Fas Ligand (Takahashi et al., InL Immunol, 
6:1567-1574 (1994)), VEGI (See, International Publication No. WO 99/23105), a 
thrombotic agent or an anti- angiogenic agent, e.g., angiostatin or endostatin; or, biological 
response modifiers such as, for example, lymphokines, interleukin-1 ("IL-l"), interleukin- 
2 ("IL-2"), interleukin-6 ("IL-6"), granulocyte macrophage colony stimulating factor 
("GM-CSF"), granulocyte colony stimulating factor ("G-CSF"), or other growth factors. 
[0225] Antibodies may also be attached to solid supports, which are particularly useful 
for immunoassays or purification of the target antigen. Such solid supports include, but 
are not limited to, glass, cellulose, polyacrylamide, nylon, polystyrene, polyvinyl chloride 
or polypropylene. 
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[0226] Techniques for conjugating such therapeutic moiety to antibodies are well 
known, see, e.g., Arnon et al., "Monoclonal Antibodies For Immunotargeting Of Drugs In 
Cancer Therapy", in Monoclonal Antibodies And Cancer Therapy, Reisfeld et al. (eds.), 
pp. 243-56 (Alan R. Liss, Inc. 1985); Hellstrom et al., "Antibodies For Drug Delivery", in 
Controlled Drug Delivery (2nd Ed.), Robinson et al. (eds.), pp. 623-53 (Marcel Dekker, 
Inc. 1987); Thorpe, "Antibody Carriers Of Cytotoxic Agents In Cancer Therapy: A 
Review", in Monoclonal Antibodies f 84: Biological And Clinical Applications, Pinchera et 
al. (eds.), pp. 475-506 (1985); "Analysis, Results, And Future Prospective Of The 
Therapeutic Use Of Radiolabeled Antibody In Cancer Therapy", in Monoclonal 
Antibodies For Cancer Detection And Therapy, Baldwin et al. (eds.), pp. 303-16 
(Academic Press 1985), and Thorpe et al., "The Preparation And Cytotoxic Properties Of 
Antibody-Toxin Conjugates", Immunol. Rev. 62:119-58 (1982). 

[0227] Alternatively, an antibody can be conjugated to a second antibody to form an 
antibody heteroconjugate as described by Segal in U.S. Patent No. 4,676,980, which is 
incorporated herein by reference in its entirety. 

[0228] An antibody, with or without a therapeutic moiety conjugated to it, 
administered alone or in combination with cytotoxic factor(s) and/or cytokine(s) can be 
used as a therapeutic. 

Immunophenotyping 

[0229] The antibodies of the invention may be utilized for immunophenotyping of cell 
lines and biological samples. The translation product of the gene of the present invention 
may be useful as a cell specific marker, or more specifically as a cellular marker that is 
differentially expressed at various stages of differentiation and/or maturation of particular 
cell types. Monoclonal antibodies directed against a specific epitope, or combination of 
epitopes, will allow for the screening of cellular populations expressing the marker. 
Various techniques can be utilized using monoclonal antibodies to screen for cellular 
populations expressing the marker(s), and include magnetic separation using antibody- 
coated magnetic beads, "panning" with antibody attached to a solid matrix (i.e., plate), and 
flow cytometry (See, e.g., U.S. Patent 5,985,660; and Morrison et al, Cell 96:737-49 
(1999)). 
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[0230] These techniques allow for the screening of particular populations of cells, 
such as might be found with hematological malignancies (i.e. minimal residual disease 
(MRD) in acute leukemic patients) and "non-self cells in transplantations to prevent 
Graft-versus-Host Disease (GVHD). Alternatively, these techniques allow for the 
screening of hematopoietic stem and progenitor cells capable of undergoing proliferation 
and/or differentiation, as might be found in human umbilical cord blood. 

Assays For Antibody Binding 

[0231] The antibodies of the invention may be assayed for immunospecific binding by 
any method known in the art. The immunoassays which can be used include but are not 
limited to competitive and non-competitive assay systems using techniques such as 
western blots, radioimmunoassays, ELISA (enzyme linked immunosorbent assay), 
"sandwich" immunoassays, immunoprecipitation assays, precipitin reactions, gel diffusion 
precipitin reactions, immunodiffusion assays, agglutination assays, complement-fixation 
assays, immunoradiometric assays, fluorescent immunoassays, protein A immunoassays, 
to name but a few. Such assays are routine and well-known in the art (see, e.g., Ausubel et 
al, eds, 1994, Current Protocols in Molecular Biology, Vol. 1, John Wiley & Sons, Inc., 
New York, which is incorporated by reference herein in its entirety). Exemplary 
immunoassays are described briefly below (but are not intended by way of limitation). 
[0232] Immunoprecipitation protocols generally comprise lysing a population of cells 
in a lysis buffer such as RIP A buffer (1% NP-40 or Triton X- 100, 1% sodium 
deoxycholate, 0.1% SDS, 0.15 M NaCl, 0.01 M sodium phosphate at pH 7.2, 1% Trasylol) 
supplemented with protein phosphatase and/or protease inhibitors (e.g., EDTA, PMSF, 
aprotinin, sodium vanadate), adding the antibody of interest to the cell lysate, incubating 
for a period of time (e.g., 1-4 hours) at 4° C, adding protein A and/or protein G sepharose 
beads to the cell lysate, incubating for about an hour or more at 4° C, washing the beads 
in lysis buffer and resuspending the beads in SDS/sample buffer. The ability of the 
antibody of interest to immunoprecipitate a particular antigen can be assessed by, e.g., 
western blot analysis. One of skill in the art would be knowledgeable as to the parameters 
that can be modified to increase the binding of the antibody to an antigen and decrease the 
background (e.g., pre-clearing the cell lysate with sepharose beads). For further 
discussion regarding immunoprecipitation protocols see, e.g., Ausubel et al, eds, 1994, 
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Current Protocols in Molecular Biology, Vol. 1, John Wiley & Sons, Inc., New York at 
10.16.1. 

[0233] Western blot analysis generally comprises preparing protein samples, 
electrophoresis of the protein samples in a polyacrylamide gel (e.g., 8%- 20% SDS-PAGE 
depending on the molecular weight of the antigen), transferring the protein sample from 
the polyacrylamide gel to a membrane such as nitrocellulose, PVDF or nylon, blocking the 
membrane in blocking solution (e.g., PBS with 3% BSA or non-fat milk), washing the 
membrane in washing buffer (e.g., PBS-Tween 20), blocking the membrane with primary 
antibody (the antibody of interest) diluted in blocking buffer, washing the membrane in 
washing buffer, blocking the membrane with a secondary antibody (which recognizes the 
primary antibody, e.g., an anti-human antibody) conjugated to an enzymatic substrate 
(e.g., horseradish peroxidase or alkaline phosphatase) or radioactive molecule (e.g., 32P or 
1251) diluted in blocking buffer, washing the membrane in wash buffer, and detecting the 
presence of the antigen. One of skill in the art would be knowledgeable as to the 
parameters that can be modified to increase the signal detected and to reduce the 
background noise. For further discussion regarding western blot protocols see, e.g., 
Ausubel et al, eds, 1994, Current Protocols in Molecular Biology, Vol. 1, John Wiley & 
Sons, Inc., New York at 10.8.1. 

[0234] ELISAs comprise preparing antigen, coating the well of a 96 well microtiter 
plate with the antigen, adding the antibody of interest conjugated to a detectable 
compound such as an enzymatic substrate (e.g., horseradish peroxidase or alkaline 
phosphatase) to the well and incubating for a period of time, and detecting the presence of 
the antigen. In ELISAs the antibody of interest does not have to be conjugated to a 
detectable compound; instead, a second antibody (which recognizes the antibody of 
interest) conjugated to a detectable compound may be added to the well. Further, instead 
of coating the well with the antigen, the antibody may be coated to the well. In this case, a 
second antibody conjugated to a detectable compound may be added following the 
addition of the antigen of interest to the coated well. One of skill in the art would be 
knowledgeable as to the parameters that can be modified to increase the signal detected as 
well as other variations of ELISAs known in the art. For further discussion regarding 
ELISAs see, e.g., Ausubel et al, eds, 1994, Current Protocols in Molecular Biology, Vol. 
1, John Wiley & Sons, Inc., New York at 11.2.1. 
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[0235] The binding affinity of an antibody to an antigen and the off-rate of an 
antibody-antigen interaction can be determined by competitive binding assays. One 
example of a competitive binding assay is a radioimmunoassay comprising the incubation 
of labeled antigen (e.g., 3H or 1251) with the antibody of interest in the presence of 
increasing amounts of unlabeled antigen, and the detection of the antibody bound to the 
labeled antigen. The affinity of the antibody of interest for a particular antigen and the 
binding off-rates can be determined from the data by scatchard plot analysis. Competition 
with a second antibody can also be determined using radioimmunoassays. In this case, the 
antigen is incubated with antibody of interest conjugated to a labeled compound (e.g., 3H 
or 1251) in the presence of increasing amounts of an unlabeled second antibody. 

Therapeutic Uses 

[0236] The present invention is further directed to antibody-based therapies which 
involve administering antibodies of the invention to an animal, preferably a mammal, and 
most preferably a human, patient for treating one or more of the disclosed diseases, 
disorders, or conditions. Therapeutic compounds of the invention include, but are not 
limited to, antibodies of the invention (including fragments, analogs and derivatives 
thereof as described herein) and nucleic acids encoding antibodies of the invention 
(including fragments, analogs and derivatives thereof and anti-idiotypic antibodies as 
described herein). The antibodies of the invention can be used to treat, inhibit or prevent 
diseases, disorders or conditions associated with aberrant expression and/or activity of a 
polypeptide of the invention, including, but not limited to, any one or more of the diseases, 
disorders, or conditions described herein. The treatment and/or prevention of diseases, 
disorders, or conditions associated with aberrant expression and/or activity of a 
polypeptide of the invention includes, but is not limited to, alleviating symptoms 
associated with those diseases, disorders or conditions. Antibodies of the invention may 
be provided in pharmaceutically acceptable compositions as known in the art or as 
described herein. 

[0237] A summary of the ways in which the antibodies of the present invention may 
be used therapeutically includes binding polynucleotides or polypeptides of the present 
invention locally or systemically in the body or by direct cytotoxicity of the antibody, e.g. 
as mediated by complement (CDC) or by effector cells (ADCC). Some of these 
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approaches are described in more detail below. Armed with the teachings provided herein, 
one of ordinary skill in the art will know how to use the antibodies of the present invention 
for diagnostic, monitoring or therapeutic purposes without undue experimentation. 
[0238] The antibodies of this invention may be advantageously utilized in combination 
with other monoclonal or chimeric antibodies, or with lymphokines or hematopoietic 
growth factors (such as, e.g., IL-2, IL-3 and IL-7), for example, which serve to increase 
the number or activity of effector cells which interact with the antibodies. 
[0239] The antibodies of the invention may be administered alone or in combination 
with other types of treatments (e.g., radiation therapy, chemotherapy, hormonal therapy, 
immunotherapy and anti-tumor agents). Generally, administration of products of a species 
origin or species reactivity (in the case of antibodies) that is the same species as that of the 
patient is preferred. Thus, in a preferred embodiment, human antibodies, fragments 
derivatives, analogs, or nucleic acids, are administered to a human patient for therapy or 
prophylaxis. 

[0240] It is preferred to use high affinity and/or potent in vivo inhibiting and/or 
neutralizing antibodies against polypeptides or polynucleotides of the present invention, 
fragments or regions thereof, for both immunoassays directed to and therapy of disorders 
related to polynucleotides or polypeptides, including fragments thereof, of the present 
invention. Such antibodies, fragments, or regions, will preferably have an affinity for 
polynucleotides or polypeptides of the invention, including fragments thereof. Preferred 
binding affinities include those with a dissociation constant or Kd less than 5 X 10 2 M, 10" 
2 M, 5 X 10' 3 M, 10" 3 M, 5 X 10" 4 M, 10 -4 M, 5 X 10" 5 M, 10" 5 M, 5 X 10~ 6 M, 10" 6 M, 5 X 
10 -7 M, 10" 7 M, 5 X 10' 8 M, 10 -8 M, 5 X 10' 9 M, 10" 9 M, 5 X 10' 10 M, 10 10 M, 5 X 10' u M, 
10" u M, 5 X 10" 12 M, lO -12 M, 5 X 10 13 M, 10" 13 M, 5 X 10 14 M, 10" 14 M, 5 X 10' 15 M, 
and 10 l5 M. 

Gene Therapy 

[0241] In a specific embodiment, nucleic acids comprising sequences encoding 
antibodies or functional derivatives thereof, are administered to treat, inhibit or prevent a 
disease or disorder associated with aberrant expression and/or activity of a polypeptide of 
the invention, by way of gene therapy. Gene therapy refers to therapy performed by the 
administration to a subject of an expressed or expressible nucleic acid. In this 
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embodiment of the invention, the nucleic acids produce their encoded protein that 
mediates a therapeutic effect. 

[0242] Any of the methods for gene therapy available in the art can be used according 
to the present invention. Exemplary methods are described below. 

[0243] For general reviews of the methods of gene therapy, see Goldspiel et al., 
Clinical Pharmacy 12:488-505 (1993); Wu and Wu, Biotherapy 3:87-95 (1991); 
Tolstoshev, Ann. Rev. Pharmacol. Toxicol. 32:573-596 (1993); Mulligan, Science 
260:926-932 (1993); and Morgan and Anderson, Ann. Rev. Biochem. 62:191-217 (1993); 
May, TEBTECH 11(5):155-215 (1993). Methods commonly known in the art of 
recombinant DNA technology which can be used are described in Ausubel et al. (eds.), 
Current Protocols in Molecular Biology, John Wiley & Sons, NY (1993); and Kriegler, 
Gene Transfer and Expression, A Laboratory Manual, Stockton Press, NY (1990). 
[0244] In a preferred aspect, the compound comprises nucleic acid sequences 
encoding an antibody, said nucleic acid sequences being part of expression vectors that 
express the antibody or fragments or chimeric proteins or heavy, or light chains thereof in a 
suitable host. In particular, such nucleic acid sequences have promoters operably linked to 
the antibody coding region, said promoter being inducible or constitutive, and, optionally, 
tissue- specific. In another particular embodiment, nucleic acid molecules are used in 
which the antibody coding sequences and any other desired sequences are flanked by 
regions that promote homologous recombination at a desired site in the genome, thus 
providing for intrachromosomal expression of the antibody encoding nucleic acids (Koller 
and Smithies, Proc. Natl. Acad. Sci. USA 86:8932-8935 (1989); Zijlstra et al., Nature 
342:435-438 (1989). In specific embodiments, the expressed antibody molecule is a 
single chain antibody; alternatively, the nucleic acid sequences include sequences 
encoding both the heavy and light chains, or fragments thereof, of the antibody. 
[0245] Delivery of the nucleic acids into a patient may be either direct, in which case 
the patient is directly exposed to the nucleic acid or nucleic acid- carrying vectors, or 
indirect, in which case, cells are first transformed with the nucleic acids in vitro, then 
transplanted into the patient. These two approaches are known, respectively, as in vivo or 
ex vivo gene therapy. 

[0246] In a specific embodiment, the nucleic acid sequences are directly administered 
in vivo, where it is expressed to produce the encoded product. This can be accomplished 
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by any of numerous methods known in the art, e.g., by constructing them as part of an 
appropriate nucleic acid expression vector and administering it so that they become 
intracellular, e.g., by infection using defective or attenuated retrovirals or other viral 
vectors (see U.S. Patent No. 4,980,286), or by direct injection of naked DNA, or by use of 
microparticle bombardment (e.g., a gene gun; Biolistic, Dupont), or coating with lipids or 
cell-surface receptors or transfecting agents, encapsulation in liposomes, microparticles, or 
microcapsules, or by administering them in linkage to a peptide which is known to enter 
the nucleus, by administering it in linkage to a ligand subject to receptor-mediated 
endocytosis (see, e.g., Wu and Wu, J. Biol. Chem. 262:4429-4432 (1987)) (which can be 
used to target cell types specifically expressing the receptors), etc. In another 
embodiment, nucleic acid-ligand complexes can be formed in which the ligand comprises 
a fusogenic viral peptide to disrupt endosomes, allowing the nucleic acid to avoid 
lysosomal degradation. In yet another embodiment, the nucleic acid can be targeted in 
vivo for cell specific uptake and expression, by targeting a specific receptor (see, e.g., PCT 
Publications WO 92/06180; WO 92/22635; WO92/20316; W093/14188, WO 93/20221). 
Alternatively, the nucleic acid can be introduced intracellularly and incorporated within 
host cell DNA for expression, by homologous recombination (Koller and Smithies, Proc. 
Natl. Acad. Sci. USA 86:8932-8935 (1989); Zijlstra et al., Nature 342:435-438 (1989)). 
[0247] In a specific embodiment, viral vectors that contains nucleic acid sequences 
encoding an antibody of the invention are used. For example, a retroviral vector can be 
used (see Miller et al., Meth. Enzymol. 217:581-599 (1993)). These retroviral vectors 
contain the components necessary for the correct packaging of the viral genome and 
integration into the host cell DNA. The nucleic acid sequences encoding the antibody to 
be used in gene therapy are cloned into one or more vectors, which facilitate delivery of 
the gene into a patient. More detail about retroviral vectors can be found in Boesen et al., 
Biotherapy 6:291-302 (1994), which describes the use of a retroviral vector to deliver the 
mdrl gene to hematopoietic stem cells in order to make the stem cells more resistant to 
chemotherapy. Other references illustrating the use of retroviral vectors in gene therapy 
are: Clowes et al., J. Clin. Invest. 93:644-651 (1994); Kiem et al., Blood 83:1467-1473 
(1994); Salmons and Gunzberg, Human Gene Therapy 4:129-141 (1993); and Grossman 
and Wilson, Curr. Opin. in Genetics and Devel. 3:110-1 14 (1993). 
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[0248] Adenoviruses are other viral vectors that can be used in gene therapy. 
Adenoviruses are especially attractive vehicles for delivering genes to respiratory 
epithelia. Adenoviruses naturally infect respiratory epithelia where they cause a mild 
disease. Other targets for adenovirus-based delivery systems are liver, the central nervous 
system, endothelial cells, and muscle. Adenoviruses have the advantage of being capable 
of infecting non-dividing cells. Kozarsky and Wilson, Current Opinion in Genetics and 
Development 3:499-503 (1993) present a review of adenovirus-based gene therapy. Bout 
et al., Human Gene Therapy 5:3-10 (1994) demonstrated the use of adenovirus vectors to 
transfer genes to the respiratory epithelia of rhesus monkeys. Other instances of the use of 
adenoviruses in gene therapy can be found in Rosenfeld et al., Science 252:431-434 
(1991); Rosenfeld et al., Cell 68:143- 155 (1992); Mastrangeli et al., J. Clin. Invest. 
91:225-234 (1993); PCT Publication W094/12649; and Wang, et al., Gene Therapy 
2:775-783 (1995). In a preferred embodiment, adenovirus vectors are used. 
[0249] Adeno-associated virus (AAV) has also been proposed for use in gene therapy 
(Walsh et al., Proc. Soc. Exp. Biol. Med. 204:289-300 (1993); U.S. Patent No. 5,436,146). 
[0250] Another approach to gene therapy involves transferring a gene to cells in tissue 
culture by such methods as electroporation, lipofection, calcium phosphate mediated 
transfection, or viral infection. Usually, the method of transfer includes the transfer of a 
selectable marker to the cells. The cells are then placed under selection to isolate those 
cells that have taken up and are expressing the transferred gene. Those cells are then 
delivered to a patient. 

[0251] In this embodiment, the nucleic acid is introduced into a cell prior to 
administration in vivo of the resulting recombinant cell. Such introduction can be carried 
out by any method known in the art, including but not limited to transfection, 
electroporation, microinjection, infection with a viral or bacteriophage vector containing 
the nucleic acid sequences, cell fusion, chromosome-mediated gene transfer, microcell- 
mediated gene transfer, spheroplast fusion, etc. Numerous techniques are known in the 
art for the introduction of foreign genes into cells (see, e.g., Loeffler and Behr, Meth. 
Enzymol. 217:599-618 (1993); Cohen et al., Meth. Enzymol. 217:618-644 (1993); Cline, 
Pharmac. Ther. 29:69-92m (1985) and may be used in accordance with the present 
invention, provided that the necessary developmental and physiological functions of the 
recipient cells are not disrupted. The technique should provide for the stable transfer of 
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the nucleic acid to the cell, so that the nucleic acid is expressible by the cell and preferably 
heritable and expressible by its cell progeny. 

[0252] The resulting recombinant cells can be delivered to a patient by various 
methods known in the art. Recombinant blood cells (e.g., hematopoietic stem or 
progenitor cells) are preferably administered intravenously. The amount of cells 
envisioned for use depends on the desired effect, patient state, etc., and can be determined 
by one skilled in the art. 

[0253] Cells into which a nucleic acid can be introduced for purposes of gene therapy 
encompass any desired, available cell type, and include but are not limited to epithelial 
cells, endothelial cells, keratinocytes, fibroblasts, muscle cells, hepatocytes; blood cells 
such as Tlymphocytes, B lymphocytes, monocytes, macrophages, neutrophils, eosinophils, 
megakaryocytes, granulocytes; various stem or progenitor cells, in particular 
hematopoietic stem or progenitor cells, e.g., as obtained from bone marrow, umbilical 
cord blood, peripheral blood, fetal liver, etc. 

[0254] In a preferred embodiment, the cell used for gene therapy is autologous to the 
patient. 

[0255] In an embodiment in which recombinant cells are used in gene therapy, nucleic 
acid sequences encoding an antibody are introduced into the cells such that they are 
expressible by the cells or their progeny, and the recombinant cells are then administered 
in vivo for therapeutic effect. In a specific embodiment, stem or progenitor cells are used. 
Any stem and/or progenitor cells which can be isolated and maintained in vitro can 
potentially be used in accordance with this embodiment of the present invention (see e.g. 
PCT Publication WO 94/08598; Stemple and Anderson, Cell 71:973-985 (1992); 
Rheinwald, Meth. Cell Bio. 21A:229 (1980); and Pittelkow and Scott, Mayo Clinic Proc. 
61:771 (1986)). 

[0256] In a specific embodiment, the nucleic acid to be introduced for purposes of 
gene therapy comprises an inducible promoter operably linked to the coding region, such 
that expression of the nucleic acid is controllable by controlling the presence or absence of 
the appropriate inducer of transcription. Demonstration of Therapeutic or Prophylactic 
Activity 

[0257] The compounds or pharmaceutical compositions of the invention are preferably 
tested in vitro, and then in vivo for the desired therapeutic or prophylactic activity, prior to 
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use in humans. For example, in vitro assays to demonstrate the therapeutic or prophylactic 
utility of a compound or pharmaceutical composition include, the effect of a compound on 
a cell line or a patient tissue sample. The effect of the compound or composition on the 
cell line and/or tissue sample can be determined utilizing techniques known to those of 
skill in the art including, but not limited to, rosette formation assays and cell lysis assays. 
In accordance with the invention, in vitro assays which can be used to determine whether 
administration of a specific compound is indicated, include in vitro cell culture assays in 
which a patient tissue sample is grown in culture, and exposed to or otherwise 
administered a compound, and the effect of such compound upon the tissue sample is 
observed. 

Therapeutic/Prophylactic Administration and Composition 

[0258] The invention provides methods of treatment, inhibition and prophylaxis by 
administration to a subject of an effective amount of a compound or pharmaceutical 
composition of the invention, preferably an antibody of the invention. In a preferred 
aspect, the compound is substantially purified (e.g., substantially free from substances 
that limit its effect or produce undesired side-effects). The subject is preferably an animal, 
including but not limited to animals such as cows, pigs, horses, chickens, cats, dogs, etc., 
and is preferably a mammal, and most preferably human. 

[0259] Formulations and methods of administration that can be employed when the 
compound comprises a nucleic acid or an immunoglobulin are described above; additional 
appropriate formulations and routes of administration can be selected from among those 
described herein below. 

[0260] Various delivery systems are known and can be used to administer a compound 
of the invention, e.g., encapsulation in liposomes, microparticles, microcapsules, 
recombinant cells capable of expressing the compound, receptor-mediated endocytosis 
(see, e.g., Wu and Wu, J. Biol. Chem. 262:4429-4432 (1987)), construction of a nucleic 
acid as part of a retroviral or other vector, etc. Methods of introduction include but are not 
limited to intradermal, intramuscular, intraperitoneal, intravenous, subcutaneous, 
intranasal, epidural, and oral routes. The compounds or compositions may be 
administered by any convenient route, for example by infusion or bolus injection, by 
absorption through epithelial or mucocutaneous linings (e.g., oral mucosa, rectal and 



115 



intestinal mucosa, etc.) and may be administered together with other biologically active 
agents. Administration can be systemic or local. In addition, it may be desirable to 
introduce the pharmaceutical compounds or compositions of the invention into the central 
nervous system by any suitable route, including intraventricular and intrathecal injection; 
intraventricular injection may be facilitated by an intraventricular catheter, for example, 
attached to a reservoir, such as an Ommaya reservoir. Pulmonary administration can also 
be employed, e.g., by use of an inhaler or nebulizer, and formulation with an aerosolizing 
agent. 

[0261] In a specific embodiment, it may be desirable to administer the pharmaceutical 
compounds or compositions of the invention locally to the area in need of treatment; this 
may be achieved by, for example, and not by way of limitation, local infusion during 
surgery, topical application, e.g., in conjunction with a wound dressing after surgery, by 
injection, by means of a catheter, by means of a suppository, or by means of an implant, 
said implant being of a porous, non-porous, or gelatinous material, including membranes, 
such as sialastic membranes, or fibers. Preferably, when administering a protein, 
including an antibody, of the invention, care must be taken to use materials to which the 
protein does not absorb. 

[0262] In another embodiment, the compound or composition can be delivered in a 
vesicle, in particular a liposome (see Langer, Science 249:1527-1533 (1990); Treat et al., 
in Liposomes in the Therapy of Infectious Disease and Cancer, Lopez-Berestein and Fidler 
(eds.), Liss, New York, pp. 353- 365 (1989); Lopez-Berestein, ibid., pp. 317-327; see 
generally ibid.) 

[0263] In yet another embodiment, the compound or composition can be delivered in a 
controlled release system. In one embodiment, a pump may be used (see Langer, supra; 
Sefton, CRC Crit. Ref. Biomed. Eng. 14:201 (1987); Buchwald et aL, Surgery 88:507 
(1980); Saudek et al., N. Engl. J. Med. 321:574 (1989)). In another embodiment, 
polymeric materials can be used (see Medical Applications of Controlled Release, Langer 
and Wise (eds.), CRC Pres., Boca Raton, Florida (1974); Controlled Drug Bioavailability, 
Drug Product Design and Performance, Smolen and Ball (eds.), Wiley, New York (1984); 
Ranger and Peppas, J., Macromol. Sci. Rev. Macromol. Chem. 23:61 (1983); see also 
Levy et al., Science 228:190 (1985); During et al., Ann. Neurol. 25:351 (1989); Howard et 
al., J.Neurosurg. 71:105 (1989)). In yet another embodiment, a controlled release system 
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can be placed in proximity of the therapeutic target, i.e., the brain, thus requiring only a 
fraction of the systemic dose (see, e.g., Goodson, in Medical Applications of Controlled 
Release, supra, vol. 2, pp. 115-138 (1984)). 

[0264] Other controlled release systems are discussed in the review by Langer 
(Science 249:1527-1533 (1990)). 

[0265] In a specific embodiment where the compound of the invention is a nucleic 
acid encoding a protein, the nucleic acid can be administered in vivo to promote 
expression of its encoded protein, by constructing it as part of an appropriate nucleic acid 
expression vector and administering it so that it becomes intracellular, e.g., by use of a 
retroviral vector (see U.S. Patent No. 4,980,286), or by direct injection, or by use of 
microparticle bombardment (e.g., a gene gun; Biolistic, Dupont), or coating with lipids or 
cell-surface receptors or transfecting agents, or by administering it in linkage to a 
homeobox- like peptide which is known to enter the nucleus (see e.g., Joliot et al., Proc. 
Natl. Acad. Sci. USA 88:1864-1868 (1991)), etc. Alternatively, a nucleic acid can be 
introduced intracellularly and incorporated within host cell DNA for expression, by 
homologous recombination. 

[0266] The present invention also provides pharmaceutical compositions. Such 
compositions comprise a therapeutically effective amount of a compound, and a 
pharmaceutically acceptable carrier. In a specific embodiment, the term 
"pharmaceutically acceptable" means approved by a regulatory agency of the Federal or a 
state government or listed in the U.S. Pharmacopeia or other generally recognized 
pharmacopeia for use in animals, and more particularly in humans. The term "carrier" 
refers to a diluent, adjuvant, excipient, or vehicle with which the therapeutic is 
administered. Such pharmaceutical carriers can be sterile liquids, such as water and oils, 
including those of petroleum, animal, vegetable or synthetic origin, such as peanut oil, 
soybean oil, mineral oil, sesame oil and the like. Water is a preferred carrier when the 
pharmaceutical composition is administered intravenously. Saline solutions and aqueous 
dextrose and glycerol solutions can also be employed as liquid carriers, particularly for 
injectable solutions. Suitable pharmaceutical excipients include starch, glucose, lactose, 
sucrose, gelatin, malt, rice, flour, chalk, silica gel, sodium stearate, glycerol monostearate, 
talc, sodium chloride, dried skim milk, glycerol, propylene, glycol, water, ethanol and the 
like. The composition, if desired, can also contain minor amounts of wetting or 
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emulsifying agents, or pH buffering agents. These compositions can take the form of 
solutions, suspensions, emulsion, tablets, pills, capsules, powders, sustained-release 
formulations and the like. The composition can be formulated as a suppository, with 
traditional binders and carriers such as triglycerides. Oral formulation can include 
standard carriers such as pharmaceutical grades of mannitol, lactose, starch, magnesium 
stearate, sodium saccharine, cellulose, magnesium carbonate, etc. Examples of suitable 
pharmaceutical carriers are described in "Remington's Pharmaceutical Sciences" by E.W. 
Martin. Such compositions will contain a therapeutically effective amount of the 
compound, preferably in purified form, together with a suitable amount of carrier so as to 
provide the form for proper administration to the patient. The formulation should suit the 
mode of administration. 

[0267] In a preferred embodiment, the composition is formulated in accordance with 
routine procedures as a pharmaceutical composition adapted for intravenous 
administration to human beings. Typically, compositions for intravenous administration 
are solutions in sterile isotonic aqueous buffer. Where necessary, the composition may 
also include a solubilizing agent and a local anesthetic such as lignocaine to ease pain at 
the site of the injection. Generally, the ingredients are supplied either separately or mixed 
together in unit dosage form, for example, as a dry lyophilized powder or water free 
concentrate in a hermetically sealed container such as an ampoule or sachette indicating 
the quantity of active agent. Where the composition is to be administered by infusion, it 
can be dispensed with an infusion bottle containing sterile pharmaceutical grade water or 
saline. Where the composition is administered by injection, an ampoule of sterile water 
for injection or saline can be provided so that the ingredients may be mixed prior to 
administration. 

[0268] The compounds of the invention can be formulated as neutral or salt forms. 
Pharmaceutically acceptable salts include those formed with anions such as those derived 
from hydrochloric, phosphoric, acetic, oxalic, tartaric acids, etc., and those formed with 
cations such as those derived from sodium, potassium, ammonium, calcium, ferric 
hydroxides, isopropylamine, triethylamine, 2-ethylamino ethanol, histidine, procaine, etc. 
[0269] The amount of the compound of the invention which will be effective in the 
treatment, inhibition and prevention of a disease or disorder associated with aberrant 
expression and/or activity of a polypeptide of the invention can be determined by standard 
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clinical techniques. In addition, in vitro assays may optionally be employed to help 
identify optimal dosage ranges. The precise dose to be employed in the formulation will 
also depend on the route of administration, and the seriousness of the disease or disorder, 
and should be decided according to the judgment of the practitioner and each patient's 
circumstances. Effective doses may be extrapolated from dose-response curves derived 
from in vitro or animal model test systems. 

[0270] For antibodies, the dosage administered to a patient is typically 0.1 mg/kg to 
100 mg/kg of the patient's body weight. Preferably, the dosage administered to a patient 
is between 0.1 mg/kg and 20 mg/kg of the patient's body weight, more preferably 1 mg/kg 
to 10 mg/kg of the patient's body weight. Generally, human antibodies have a longer half- 
life within the human body than antibodies from other species due to the immune response 
to the foreign polypeptides. Thus, lower dosages of human antibodies and less frequent 
administration is often possible. Further, the dosage and frequency of administration of 
antibodies of the invention may be reduced by enhancing uptake and tissue penetration 
(e.g., into the brain) of the antibodies by modifications such as, for example, lipidation. 
[0271] The invention also provides a pharmaceutical pack or kit comprising one or 
more containers filled with one or more of the ingredients of the pharmaceutical 
compositions of the invention. Optionally associated with such container(s) can be a 
notice in the form prescribed by a governmental agency regulating the manufacture, use or 
sale of pharmaceuticals or biological products, which notice reflects approval by the 
agency of manufacture, use or sale for human administration. 

Diagnosis and Imaging 

[0272] Labeled antibodies, and derivatives and analogs thereof, which specifically 
bind to a polypeptide of interest can be used for diagnostic purposes to detect, diagnose, or 
monitor diseases, disorders, and/or conditions associated with the aberrant expression 
and/or activity of a polypeptide of the invention. The invention provides for the detection 
of aberrant expression of a polypeptide of interest, comprising (a) assaying the expression 
of the polypeptide of interest in cells or body fluid of an individual using one or more 
antibodies specific to the polypeptide interest and (b) comparing the level of gene 
expression with a standard gene expression level, whereby an increase or decrease in the 
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assayed polypeptide gene expression level compared to the standard expression level is 
indicative of aberrant expression. 

[0273] The invention provides a diagnostic assay for diagnosing a disorder, 
comprising (a) assaying the expression of the polypeptide of interest in cells or body fluid 
of an individual using one or more antibodies specific to the polypeptide interest and (b) 
comparing the level of gene expression with a standard gene expression level, whereby an 
increase or decrease in the assayed polypeptide gene expression level compared to the 
standard expression level is indicative of a particular disorder. With respect to cancer, the 
presence of a relatively high amount of transcript in biopsied tissue from an individual 
may indicate a predisposition for the development of the disease, or may provide a means 
for detecting the disease prior to the appearance of actual clinical symptoms. A more 
definitive diagnosis of this type may allow health professionals to employ preventative 
measures or aggressive treatment earlier thereby preventing the development or further 
progression of the cancer. 

[0274] Antibodies of the invention can be used to assay protein levels in a biological 
sample using classical immunohistological methods known to those of skill in the art 
(e.g., see Jalkanen, et al., J. Cell. Biol. 101:976-985 (1985); Jalkanen, et al., J. Cell . Biol. 
105:3087-3096 (1987)). Other antibody-based methods useful for detecting protein gene 
expression include immunoassays, such as the enzyme linked immunosorbent assay 
(ELISA) and the radioimmunoassay (RIA). Suitable antibody assay labels are known in 
the art and include enzyme labels, such as, glucose oxidase; radioisotopes, such as iodine 
(1251, 1211), carbon (14C), sulfur (35S), tritium (3H), indium (112In), and technetium 
(99Tc); luminescent labels, such as luminol; and fluorescent labels, such as fluorescein 
and rhodamine, and biotin. 

[0275] One aspect of the invention is the detection and diagnosis of a disease or 
disorder associated with aberrant expression of a polypeptide of interest in an animal, 
preferably a mammal and most preferably a human. In one embodiment, diagnosis 
comprises: a) administering (for example, parenterally, subcutaneously, or 
intraperitoneally) to a subject an effective amount of a labeled molecule which specifically 
binds to the polypeptide of interest; b) waiting for a time interval following the 
administering for permitting the labeled molecule to preferentially concentrate at sites in 
the subject where the polypeptide is expressed (and for unbound labeled molecule to be 
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cleared to background level); c) determining background level; and d) detecting the 
labeled molecule in the subject, such that detection of labeled molecule above the 
background level indicates that the subject has a particular disease or disorder associated 
with aberrant expression of the polypeptide of interest. Background level can be 
determined by various methods including, comparing the amount of labeled molecule 
detected to a standard value previously determined for a particular system. 
[0276] It will be understood in the art that the size of the subject and the imaging 
system used will determine the quantity of imaging moiety needed to produce diagnostic 
images. In the case of a radioisotope moiety, for a human subject, the quantity of 
radioactivity injected will normally range from about 5 to 20 millicuries of 99mTc. The 
labeled antibody or antibody fragment will then preferentially accumulate at the location 
of cells which contain the specific protein. In vivo tumor imaging is described in S.W. 
Burchiel et al., "Immunopharmacokinetics of Radiolabeled Antibodies and Their 
Fragments." (Chapter 13 in Tumor Imaging: The Radiochemical Detection of Cancer, 
S.W. Burchiel and B. A. Rhodes, eds., Masson Publishing Inc. (1982). 
[0277] Depending on several variables, including the type of label used and the mode 
of administration, the time interval following the administration for permitting the labeled 
molecule to preferentially concentrate at sites in the subject and for unbound labeled 
molecule to be cleared to background level is 6 to 48 hours or 6 to 24 hours or 6 to 12 
hours. In another embodiment the time interval following administration is 5 to 20 days or 
5 to 10 days. 

[0278] In an embodiment, monitoring of the disease or disorder is carried out by 
repeating the method for diagnosing the disease or disease, for example, one month after 
initial diagnosis, six months after initial diagnosis, one year after initial diagnosis, etc. 
[0279] Presence of the labeled molecule can be detected in the patient using methods 
known in the art for in vivo scanning. These methods depend upon the type of label used. 
Skilled artisans will be able to determine the appropriate method for detecting a particular 
label. Methods and devices that may be used in the diagnostic methods of the invention 
include, but are not limited to, computed tomography (CT), whole body scan such as 
position emission tomography (PET), magnetic resonance imaging (MRI), and 
sonography. 
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[0280] In a specific embodiment, the molecule is labeled with a radioisotope and is 
detected in the patient using a radiation responsive surgical instrument (Thurston et al., 
U.S. Patent No. 5,441,050). In another embodiment, the molecule is labeled with a 
fluorescent compound and is detected in the patient using a fluorescence responsive 
scanning instrument. In another embodiment, the molecule is labeled with a positron 
emitting metal and is detected in the patent using positron emission-tomography. In yet 
another embodiment, the molecule is labeled with a paramagnetic label and is detected in a 
patient using magnetic resonance imaging (MRI). 

Kits 

[0281] The present invention provides kits that can be used in the above methods. In 
one embodiment, a kit comprises an antibody of the invention, preferably a purified 
antibody, in one or more containers. In a specific embodiment, the kits of the present 
invention contain a substantially isolated polypeptide comprising an epitope which is 
specifically immunoreactive with an antibody included in the kit. Preferably, the kits of 
the present invention further comprise a control antibody which does not react with the 
polypeptide of interest. In another specific embodiment, the kits of the present invention 
contain a means for detecting the binding of an antibody to a polypeptide of interest (e.g., 
the antibody may be conjugated to a detectable substrate such as a fluorescent compound, 
an enzymatic substrate, a radioactive compound or a luminescent compound, or a second 
antibody which recognizes the first antibody may be conjugated to a detectable substrate). 
[0282] In another specific embodiment of the present invention, the kit is a diagnostic 
kit for use in screening serum containing antibodies specific against proliferative and/or 
cancerous polynucleotides and polypeptides. Such a kit may include a control antibody 
that does not react with the polypeptide of interest. Such a kit may include a substantially 
isolated polypeptide antigen comprising an epitope which is specifically immunoreactive 
with at least one anti-polypeptide antigen antibody. Further, such a kit includes means for 
detecting the binding of said antibody to the antigen (e.g.; the antibody may be conjugated 
to a fluorescent compound such as fluorescein or rhodamine which can be detected by 
flow cytometry). In specific embodiments, the kit may include a recombinantly produced 
or chemically synthesized polypeptide antigen. The polypeptide antigen of the kit may 
also be attached to a solid support. 
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[0283] In a more specific embodiment the detecting means of the above-described kit 
includes a solid support to which said polypeptide antigen is attached. Such a kit may also 
include a non-attached reporter-labeled anti-human antibody. In this embodiment, binding 
of the antibody to the polypeptide antigen can be detected by binding of the said reporter- 
labeled antibody. 

[0284] In an additional embodiment, the invention includes a diagnostic kit for use in 
screening serum containing antigens of the polypeptide of the invention. The diagnostic kit 
includes a substantially isolated antibody specifically immunoreactive with polypeptide or 
polynucleotide antigens, and means for detecting the binding of the polynucleotide or 
polypeptide antigen to the antibody. In one embodiment, the antibody is attached to a solid 
support. In a specific embodiment, the antibody may be a monoclonal antibody. The 
detecting means of the kit may include a second, labeled monoclonal antibody. 
Alternatively, or in addition, the detecting means may include a labeled, competing 
antigen. 

[0285] In one diagnostic configuration, test serum is reacted with a solid phase reagent 
having a surface-bound antigen obtained by the methods of the present invention. After 
binding with specific antigen antibody to the reagent and removing unbound serum 
components by washing, the reagent is reacted with reporter-labeled anti-human antibody 
to bind reporter to the reagent in proportion to the amount of bound anti-antigen antibody 
on the solid support. The reagent is again washed to remove unbound labeled antibody, 
and the amount of reporter associated with the reagent is determined. Typically, the 
reporter is an enzyme which is detected by incubating the solid phase in the presence of a 
suitable fluorometric, luminescent or colorimetric substrate (Sigma, St. Louis, MO). 
[0286] The solid surface reagent in the above assay is prepared by known techniques 
for attaching protein material to solid support material, such as polymeric beads, dip 
sticks, 96-well plate or filter material. These attachment methods generally include non- 
specific adsorption of the protein to the support or covalent attachment of the protein, 
typically through a free amine group, to a chemically reactive group on the solid support, 
such as an activated carboxyl, hydroxyl, or aldehyde group. Alternatively, streptavidin 
coated plates can be used in conjunction with biotinylated antigen(s). 

[0287] Thus, the invention provides an assay system or kit for carrying out this 
diagnostic method. The kit generally includes a support with surface- bound recombinant 
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antigens, and a reporter-labeled anti-human antibody for detecting surface-bound anti- 
antigen antibody. 

Diagnostic Assays 

[0288] The present invention further relates to methods for assaying staphylococcal 
infection in an animal by detecting the expression of genes encoding staphylococcal 
polypeptides of the present invention. The methods comprise analyzing tissue or body 
fluid from the animal for Staphylococcus-specific antibodies, nucleic acids, or proteins. 
Analysis of nucleic acid specific to Staphylococcus is assayed by PCR or hybridization 
techniques using nucleic acid sequences of the present invention as either hybridization 
probes or primers. See, e.g., Sambrook et al. Molecular cloning: A Laboratory Manual 
(Cold Spring Harbor Laboratory Press, 2nd ed., 1989, page 54 reference); Eremeeva et al. 
(1994) J. Clin. Microbiol. 32:803-810 (describing differentiation among spotted fever 
group Rickettsiae species by analysis of restriction fragment length polymorphism of 
PCR-amplified DNA) and Chen et al. 1994 J. Clin. Microbiol. 32:589-595 (detecting 
bacterial nucleic acids via PCR). 

[0289] Where diagnosis of a disease state related to infection with Staphylococcus has 
already been made, the present invention is useful for monitoring progression or 
regression of the disease state by measuring the amount of Staphylococcus cells present in 
a patient or whereby patients exhibiting enhanced Staphylococcus gene expression will 
experience a worse clinical outcome relative to patients expressing these gene(s) at a lower 
level. 

[0290] By "biological sample" is intended any biological sample obtained from an 
animal, cell line, tissue culture, or other source which contains Staphylococcus 
polypeptide, mRNA, or DNA. Biological samples include body fluids (such as saliva, 
blood, plasma, urine, mucus, synovial fluid, etc.) tissues (such as muscle, skin, and 
cartilage) and any other biological source suspected of containing Staphylococcus 
polypeptides or nucleic acids. Methods for obtaining biological samples such as tissue are 
well known in the art. 

[0291] The present invention is useful for detecting diseases related to Staphylococcus 
infections in animals. Preferred animals include monkeys, apes, cats, dogs, birds, cows, 
pigs, mice, horses, rabbits and humans. Particularly preferred are humans. 
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[0292] Total RNA can be isolated from a biological sample using any suitable 
technique such as the single-step guanidinium-thiocyanate-phenol-chloroform method 
described in Chomczynski et al. (1987) Anal. Biochem. 162:156-159, mRNA encoding 
Staphylococcus polypeptides having sufficient homology to the nucleic acid sequences 
identified in Table 1 to allow for hybridization between complementary sequences are 
then assayed using any appropriate method. These include Northern blot analysis, SI 
nuclease mapping, the polymerase chain reaction (PCR), reverse transcription in 
combination with the polymerase chain reaction (RT-PCR), and reverse transcription in 
combination with the ligase chain reaction (RT-LCR). 

[0293] Northern blot analysis can be performed as described in Harada et al. (1990) 
Cell 63:303-312. Briefly, total RNA is prepared from a biological sample as described 
above. For the Northern blot, the RNA is denatured in an appropriate buffer (such as 
glyoxal/dimethyl sulfoxide/sodium phosphate buffer), subjected to agarose gel 
electrophoresis, and transferred onto a nitrocellulose filter. After the RNAs have been 
linked to the filter by a UV linker, the filter is prehybridized in a solution containing 
formamide, SSC, Denhardt's solution, denatured salmon sperm, SDS, and sodium 
phosphate buffer. A S. aureus polynucleotide sequence shown in Table 1 labeled 
according to any appropriate method (such as the 32 P-multiprimed DNA labeling system 
(Amersham)) is used as probe. After hybridization overnight, the filter is washed and 
exposed to x-ray film. DNA for use as probe according to the present invention is 
described in the sections above and will preferably at least 15 nucleotides in length. 
[0294] SI mapping can be performed as described in Fujita et al. (1987) Cell 
49:357-367. To prepare probe DNA for use in SI mapping, the sense strand of an 
above-described S. aureus DNA sequence of the present invention is used as a template to 
synthesize labeled antisense DNA. The antisense DNA can then be digested using an 
appropriate restriction endonuclease to generate further DNA probes of a desired length. 
Such antisense probes are useful for visualizing protected bands corresponding to the 
target mRNA {i.e., mRNA encoding polypeptides of the present invention). 
[0295] Levels of mRNA encoding Staphylococcus polypeptides are assayed, for e.g., 
using the RT-PCR method described in Makino et ah (1990) Technique 2:295-301. By 
this method, the radioactivities of the "amplicons" in the polyacrylamide gel bands are 
linearly related to the initial concentration of the target mRNA. Briefly, this method 
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involves adding total RNA isolated from a biological sample in a reaction mixture 
containing a RT primer and appropriate buffer. After incubating for primer annealing, the 
mixture can be supplemented with a RT buffer, dNTPs, DTT, RNase inhibitor and reverse 
transcriptase. After incubation to achieve reverse transcription of the RNA, the RT 
products are then subject to PCR using labeled primers. Alternatively, rather than labeling 
the primers, a labeled dNTP can be included in the PCR reaction mixture. PCR 
amplification can be performed in a DNA thermal cycler according to conventional 
techniques. After a suitable number of rounds to achieve amplification, the PCR reaction 
mixture is electrophoresed on a polyacrylamide gel. After drying the gel, the radioactivity 
of the appropriate bands (corresponding to the mRNA encoding the Staphylococcus 
polypeptides of the present invention) are quantified using an imaging analyzer. RT and 
PCR reaction ingredients and conditions, reagent and gel concentrations, and labeling 
methods are well-known in the art. Variations on the RT-PCR method will be apparent to 
the skilled artisan. Other PCR methods that can detect the nucleic acid of the present 
invention can be found in PCR PRIMER: A LABORATORY MANUAL (CW. 
Dieffenbach et al. eds., Cold Spring Harbor Lab Press, 1995). 

[0296] The polynucleotides of the present invention, including both DNA and RNA, 
may be used to detect polynucleotides of the present invention or Staphylococcus species 
including S. aureus using bio chip technology. The present invention includes both high 
density chip arrays (>1000 oligonucleotides per cm 2 ) and low density chip arrays (<1000 
oligonucleotides per cm 2 ). Bio chips comprising arrays of polynucleotides of the present 
invention may be used to detect Staphylococcus species, including S. aureus, in biological 
and environmental samples and to diagnose an animal, including humans, with an S. 
aureus or other Staphylococcus infection. The bio chips of the present invention may 
comprise polynucleotide sequences of other pathogens including bacteria, viral, parasitic, 
and fungal polynucleotide sequences, in addition to the polynucleotide sequences of the 
present invention, for use in rapid differential pathogenic detection and diagnosis. The bio 
chips can also be used to monitor an S. aureus or other Staphylococcus infections and to 
monitor the genetic changes (deletions, insertions, mismatches, etc.) in response to drug 
therapy in the clinic and drug development in the laboratory. The bio chip technology 
comprising arrays of polynucleotides of the present invention may also be used to 
simultaneously monitor the expression of a multiplicity of genes, including those of the 
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present invention. The polynucleotides used to comprise a selected array may be specified 
in the same manner as for the fragments, i.e 5 by their 5' and 3' positions or length in 
contigious base pairs and include from. Methods and particular uses of the 
polynucleotides of the present invention to detect Staphylococcus species, including S. 
aureus, using bio chip technology include those known in the art and those of: U.S. Patent 
Nos. 5510270, 5545531, 5445934, 5677195, 5532128, 5556752, 5527681, 5451683, 
5424186, 5607646, 5658732 and World Patent Nos. WO/9710365, WO/9511995, 
WO/9743447, WO/9535505, each incorporated herein in their entireties. 
[0297] Biosensors using the polynucleotides of the present invention may also be used 
to detect, diagnose, and monitor S. aureus or other Staphylococcus species and infections 
thereof. Biosensors using the polynucleotides of the present invention may also be used to 
detect particular polynucleotides of the present invention. Biosensors using the 
polynucleotides of the present invention may also be used to monitor the genetic changes 
(deletions, insertions, mismatches, etc.) in response to drug therapy in the clinic and drug 
development in the laboratory. Methods and particular uses of the polynucleotides of the 
present invention to detect Staphylococcus species, including S. aureus, using biosenors 
include those known in the art and those of: U.S. Patent Nos 5721 102, 5658732, 5631 170, 
and World Patent Nos. WO97/35011, WO/9720203, each incorporated herein in their 
entireties. 

[0298] Thus, the present invention includes both bio chips and biosensors comprising 
polynucleotides of the present invention and methods of their use. 

[0299] A preferred composition of matter comprises isolated nucleic acid molecules 
wherein the nucleotide sequences of said nucleic acid molecules comprise a bio chip or 
biosensor of at least 1, 2, 3, 4, 5, 6, 7, 8, 9, 10, 15, 20, 25, 30, 40, 50, 100, 150, 200, 250, 
300, 500, 1000, 2000, 3000 or 4000 nucleotide sequences, wherein at least one sequence 
in said DNA bio chip or biosensor is at least 95% identical to a sequence of at least 50 
contiguous nucleotides in a S. aureus polynucleotide shown in Table 1 . The nucleic acid 
molecules can comprise DNA molecules or RNA molecules. 

[0300] Assaying Staphylococcus polypeptide levels in a biological sample can occur 
using any art-known method, such as antibody-based techniques. For example, 
Staphylococcus polypeptide expression in tissues can be studied with classical 
immunohistological methods. In these, the specific recognition is provided by the primary 
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antibody (polyclonal or monoclonal) but the secondary detection system can utilize 
fluorescent, enzyme, or other conjugated secondary antibodies. As a result, an 
immunohistological staining of tissue section for pathological examination is obtained. 
Tissues can also be extracted, e.g., with urea and neutral detergent, for the liberation of 
Staphylococcus polypeptides for Western-blot or dot/slot assay. See, e.g., Jalkanen, M. et 
al. (1985) J. Cell. Biol. 101:976-985; Jalkanen, M. et al. (1987) J. Cell . Biol. 
105:3087-3096. In this technique, which is based on the use of cationic solid phases, 
quantitation of a Staphylococcus polypeptide can be accomplished using an isolated 
Staphylococcus polypeptide as a standard. This technique can also be applied to body 
fluids. 

[0301] Other antibody-based methods useful for detecting Staphylococcus polypeptide 
gene expression include immunoassays, such as the ELISA and the radioimmunoassay 
(RIA). For example, a Staphylococcus polypeptide-specific monoclonal antibodies can be 
used both as an immunoabsorbent and as an enzyme-labeled probe to detect and quantify a 
Staphylococcus polypeptide. The amount of a Staphylococcus polypeptide present in the 
sample can be calculated by reference to the amount present in a standard preparation 
using a linear regression computer algorithm. Such an ELISA is described in Iacobelli et 
al. (1988) Breast Cancer Research and Treatment 11:19-30. In another ELISA assay, two 
distinct specific monoclonal antibodies can be used to detect Staphylococcus polypeptides 
in a body fluid. In this assay, one of the antibodies is used as the immunoabsorbent and 
the other as the enzyme-labeled probe. 

[0302] The above techniques may be conducted essentially as a "one-step" or 
"two-step" assay. The "one-step" assay involves contacting the Staphylococcus 
polypeptide with immobilized antibody and, without washing, contacting the mixture with 
the labeled antibody. The "two-step" assay involves washing before contacting the 
mixture with the labeled antibody. Other conventional methods may also be employed as 
suitable. It is usually desirable to immobilize one component of the assay system on a 
support, thereby allowing other components of the system to be brought into contact with 
the component and readily removed from the sample. Variations of the above and other 
immunological methods included in the present invention can also be found in Harlow et 
al., ANTIBODIES: A LABORATORY MANUAL, (Cold Spring Harbor Laboratory 
Press, 2nd ed. 1988). 



128 



[0303] Suitable enzyme labels include, for example, those from the oxidase group, 
which catalyze the production of hydrogen peroxide by reacting with substrate. Glucose 
oxidase is particularly preferred as it has good stability and its substrate (glucose) is 
readily available. Activity of an oxidase label may be assayed by measuring the 
concentration of hydrogen peroxide formed by the enzyme-labeled antibody/substrate 
reaction. Besides enzymes, other suitable labels include radioisotopes, such as iodine 
( 125 I, 121 I), carbon ( ,4 C), sulphur ( 35 S), tritium ( 3 H), indium ( 112 In), and technetium ( 99m Tc), 
and fluorescent labels, such as fluorescein and rhodamine, and biotin. 
[0304] Further suitable labels for the Staphylococcus polypeptide-specific antibodies 
of the present invention are provided below. Examples of suitable enzyme labels include 
malate dehydrogenase, Staphylococcus nuclease, delta-5-steroid isomerase, yeast-alcohol 
dehydrogenase, alpha-glycerol phosphate dehydrogenase, triose phosphate isomerase, 
peroxidase, alkaline phosphatase, asparaginase, glucose oxidase, beta-galactosidase, 
ribonuclease, urease, catalase, glucose-6-phosphate dehydrogenase, glucoamylase, and 
acetylcholine esterase. 

[0305] Examples of suitable radioisotopic labels include 3 H, lll In, 125 I, 131 I, 32 P, 35 S, 
14 C, 51 Cr, 57 To, 58 Co, 59 Fe, 75 Se, l52 Eu, 90 Y, 67 Cu, 217 Ci, 211 At, 212 Pb, 47 Sc, 109 Pd, etc. m In 
is a preferred isotope where in vivo imaging is used since its avoids the problem of 
dehalogenation of the 125 I or 131 I-labeled monoclonal antibody by the liver. In addition, 
this radionucleotide has a more favorable gamma emission energy for imaging. See, e.g., 
Perkins et al. (1985) Eur. J. Nucl. Med. 10:296-301; Carasquillo et al. (1987) J. Nucl. 
Med. 28:281-287. For example, ni In coupled to monoclonal antibodies with 
1 -(P-isothiocyanatobenzyl)-DPTA has shown little uptake in non-tumors tissues, 
particularly the liver, and therefore enhances specificity of tumor localization. See, 
Esteban et al. (1987) J. Nucl. Med. 28:861-870. 

[0306] Examples of suitable non-radioactive isotopic labels include 157 Gd, 55 Mn, 
162 Dy, 52 Tr, and 56 Fe. 

[0307] Examples of suitable fluorescent labels include an 152 Eu label, a fluorescein 
label, an isothiocyanate label, a rhodamine label, a phycoerythrin label, a phycocyanin 
label, an allophycocyanin label, an o-phthaldehyde label, and a fluorescamine label. 
[0308] Examples of suitable toxin labels include, Pseudomonas toxin, diphtheria 
toxin, ricin, and cholera toxin. 
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[0309] Examples of chemi luminescent labels include a luminal label, an isoluminal 
label, an aromatic acridinium ester label, an imidazole label, an acridinium salt label, an 
oxalate ester label, a luciferin label, a luciferase label, and an aequorin label. 
[0310] Examples of nuclear magnetic resonance contrasting agents include heavy 
metal nuclei such as Gd, Mn, and iron. 

[0311] Typical techniques for binding the above-described labels to antibodies are 
provided by Kennedy et al. (1976) Clin. Chim. Acta 70:1-31, and Schurs et al. (1977) 
Clin. Chim. Acta 81:1-40. Coupling techniques mentioned in the latter are the 
glutaraldehyde method, the periodate method, the dimaleimide method, the 
m-maleimidobenzyl-N-hydroxy-succinimide ester method, all of which methods are 
incorporated by reference herein. 

[0312] In a related aspect, the invention includes a diagnostic kit for use in screening 
serum containing antibodies specific against S. aureus infection. Such a kit may include 
an isolated S. aureus antigen comprising an epitope which is specifically immunoreactive 
with at least one anti-S. aureus antibody. Such a kit also includes means for detecting the 
binding of said antibody to the antigen. In specific embodiments, the kit may include a 
recombinantly produced or chemically synthesized peptide or polypeptide antigen. The 
peptide or polypeptide antigen may be attached to a solid support. 

[0313] In a more specific embodiment, the detecting means of the above-described kit 
includes a solid support to which said peptide or polypeptide antigen is attached. Such a 
kit may also include a non-attached reporter-labeled anti-human antibody. In this 
embodiment, binding of the antibody to the S. aureus antigen can be detected by binding 
of the reporter labeled antibody to the anti-5. aureus polypeptide antibody. 
[0314] In a related aspect, the invention includes a method of detecting S. aureus 
infection in a subject. This detection method includes reacting a body fluid, preferably 
serum, from the subject with an isolated S. aureus antigen, and examining the antigen for 
the presence of bound antibody. In a specific embodiment, the method includes a 
polypeptide antigen attached to a solid support, and serum is reacted with the support. 
Subsequently, the support is reacted with a reporter-labeled anti-human antibody. The 
support is then examined for the presence of reporter-labeled antibody. 
[0315] The solid surface reagent employed in the above assays and kits is prepared by 
known techniques for attaching protein material to solid support material, such as 
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polymeric beads, dip sticks, 96-well plates or filter material. These attachment methods 

generally include non-specific adsorption of the protein to the support or covalent 
attachment of the protein , typically through a free amine group, to a chemically reactive 
group on the solid support, such as an activated carboxyl, hydroxyl, or aldehyde group. 
Alternatively, streptavidin coated plates can be used in conjunction with biotinylated 

antigen(s). 

[0316] The polypeptides and antibodies of the present invention, including fragments 
thereof, may be used to detect Staphylococcus species including S. aureus using bio chip 
and biosensor technology. Bio chip and biosensors of the present invention may comprise 
the polypeptides of the present invention to detect antibodies, which specifically recognize 
Staphylococcus species, including S. aureus. Bio chip and biosensors of the present 
invention may also comprise antibodies which specifically recognize the polypeptides of 
the present invention to detect Staphylococcus species, including S. aureus or specific 
polypeptides of the present invention. Bio chips or biosensors comprising polypeptides or 
antibodies of the present invention may be used to detect Staphylococcus species, 
including S. aureus, in biological and environmental samples and to diagnose an animal, 
including humans, with an S. aureus or other Staphylococcus infection. Thus, the present 
invention includes both bio chips and biosensors comprising polypeptides or antibodies of 
the present invention and methods of their use. 

[0317] The bio chips of the present invention may further comprise polypeptide 
sequences of other pathogens including bacteria, viral, parasitic, and fungal polypeptide 
sequences, in addition to the polypeptide sequences of the present invention, for use in 
rapid diffenertial pathogenic detection and diagnosis. The bio chips of the present 
invention may further comprise antibodies or fragements thereof specific for other 
pathogens including bacteria, viral, parasitic, and fungal polypeptide sequences, in 
addition to the antibodies or fragements thereof of the present invention, for use in rapid 
diffenertial pathogenic detection and diagnosis. The bio chips and biosensors of the 
present invention may also be used to monitor an S. aureus or other Staphylococcus 
infection and to monitor the genetic changes (amio acid deletions, insertions, substitutions, 
etc.) in response to drug therapy in the clinic and drug development in the laboratory. The 
bio chip and biosensors comprising polypeptides or antibodies of the present invention 
may also be used to simultaneously monitor the expression of a multiplicity of 
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polypeptides, including those of the present invention. The polypeptides used to comprise 
a bio chip or biosensor of the present invention may be specified in the same manner as for 
the fragements, i.e, by their N-terminal and C-terminal positions or length in contigious 
amino acid residue. Methods and particular uses of the polypeptides and antibodies of the 
present invention to detect Staphylococcus species, including S. aureus, or specific 
polypeptides using bio chip and biosensor technology include those known in the art, 
those of the U.S. Patent Nos. and World Patent Nos. listed above for bio chips and 
biosensors using polynucleotides of the present invention, and those of: U.S. Patent Nos. 
5658732, 5135852, 5567301, 5677196, 5690894 and World Patent Nos. W09729366, 
W096 12957, each incorporated herein in their entireties. 

Treatment 

Agonists and Antagonists - Assays and Molecules 
[0318] The invention also provides a method of screening compounds to identify those 
which enhance or block the biological activity of the S. aureus polypeptides of the present 
invention. The present invention further provides where the compounds kill or slow the 
growth of S. aureus. The ability of S. aureus antagonists, including S. aureus ligands, to 
prophylactically or therapeutically block antibiotic resistance may be easily tested by the 
skilled artisan. See, e.g., Straden et al. (1997) J Bacteriol. 179(1):9-16. 
[0319] An agonist is a compound which increases the natural biological function or 
which functions in a manner similar to the polypeptides of the present invention, while 
antagonists decrease or eliminate such functions. Potential antagonists include small 
organic molecules, peptides, polypeptides, and antibodies that bind to a polypeptide of the 
invention and thereby inhibit or extinguish its activity. 

[0320] The antagonists may be employed for instance to inhibit peptidoglycan cross 
bridge formation. Antibodies against S. aureus may be employed to bind to and inhibit S. 
aureus activity to treat antibiotic resistance. Any of the above antagonists may be 
employed in a composition with a pharmaceutically acceptable carrier. 
[0321] Polypeptides and polynucleotides of the invention may also be used to assess 
the binding of small molecule substrates and ligands in, for example, cell-free 
preparations, chemical libraries, and natural product mixtures. These substrates and 
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ligands may be natural substrates and ligands or may be structural or functional mimetics. 
See, e.g., Coligan et aL, Current Protocols in Immunology 1(2): Chapter 5 (1991). 
[0322] Polypeptides and polynucleotides of the present invention are responsible for 
many biological functions, including many disease states, in particular the Diseases 
hereinbefore mentioned. It is therefor desirable to devise screening methods to identify 
compounds which stimulate or which inhibit the function of the polypeptide or 
polynucleotide. Accordingly, in a further aspect, the present invention provides for a 
method of screening compounds to identify those which stimulate or which inhibit the 
function of a polypeptide or a polynucleotide of the invention, as well as related 
polypeptides and polynucleotides. In general, agonists or antagonists may be employed for 
therapeutic and prophylactic purposes for such Diseases as hereinbefore mentioned. 
Compounds may be identified from a variety of sources, for example, cells, cell-free 
preparations, chemical libraries, and natural product mixtures. Such agonists, antagonists 
or inhibitors so-identified may be natural or modified substrates, ligands, receptors, 
enzymes, etc., as the case may be, of S. aureus polypeptides and polynucleotides of the 
invention; or may be structural or functional mimetics thereof (see Coligan et aL, supra). 
[0323] The screening methods may simply measure the binding of a candidate 
compound to the polypeptide or polynucleotide, or to cells or membranes bearing the 
polypeptide or polynucleotide, or a fusion protein of the polypeptide by means of a label 
directly or indirectly associated with the candidate compound. Alternatively, the screening 
method may involve competition with a labeled competitor. Further, these screening 
methods may test whether the candidate compound results in a signal generated by 
activation or inhibition of the polypeptide or polynucleotide, using detection systems 
appropriate to the cells comprising the polypeptide or polynucleotide. Inhibitors of 
activation are generally assayed in the presence of known agonists and the effect on 
activation by the agonist by the presence of the candidate compound is observed. 
Constitutively active polypeptide and/or constitutively expressed polypeptides and 
polynucleotides may be employed in screening methods for inverse agonists or inhibitors, 
in the absence of an agonist or inhibitor, by testing whether the candidate compound 
results in inhibition of activation of the polypeptide or polynucleotide, as the case may be. 
Further the screening methods may simply comprise the steps of mixing a candidate 
compound with a solution containing a polypeptide or polynucleotide of the present 
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invention, to form a mixture, measuring S. aureus polypeptide and/or polynucleotide 
activity in the mixture, and comparing the S. aureus polypeptide and/or polynucleotide 
activity of the mixture to a standard. Fusion proteins, such as those made from His tag and 
S. aureus polypeptides of the invention, as described herein, can also be used for high- 
throughput screening assays to identify antagonists of the polypeptide of the present 
invention, as well as of phylogenetically and/or functionally related polypeptides (see, 
e.g., Bennett et al., J. Mol. Recognition 8:52-58 (1995); and Johanson et al., J. Biol. Chem. 
270(16):9459-71 (1995)). 

[0324] The polynucleotides, polypeptides and antibodies that bind to and/or interact 
with a polypeptide of the present invention may also be used to configure screening 
methods for detecting the effect of added compounds on the production of mRNA and/or 
polypeptide in cells. For example, an ELISA assay may be constructed for measuring 
secreted or cell associated levels of polypeptide using monoclonal and polyclonal 
antibodies by standard methods known in the art. This can be used to discover agents 
which may inhibit or enhance the production of polypeptide (also called antagonist or 
agonists, respectively) from suitably manipulated cells or tissues: 

[0325] The invention also provides a method of screening compounds to identify those 
which enhance (agonist) or block (antagonist) the action of S. aureus polypeptide or 
polynucleotide of the invention, particularly those compounds that are bacteristatic and/or 
bactericidal. The method of screening may involve high-throughput techniques. For 
example, to screen for agonists or antagonists, a synthetic reaction mix, a cellular 
compartment, such as a membrane, cell envelope or cell wall, or a preparation of any 
thereof, comprising a S. aureus polypeptide of the invention and a labeled substrate or 
ligand of such polypeptide is incubated in the absence of the presence of a candidate 
molecule that may be an agonist or antagonist of a S. aureus polypeptide of the invention. 
The ability of the candidate molecule to agonize or antagonize the S. aureus polypeptide is 
reflected in decreased binding of the labeled ligand or decreased production of product 
from such substrate. Molecules that bind gratuitously, i.e., without inducing the effects of 
S. aureus polypeptides are most likely to be good antagonists. Molecules that bind well 
and, as the case may be, increase the rate of product production from substrate, increase 
signal transduction, or increase chemical channel activity are agonists. Using a reporter 
system may enhance the detection of the rate or level of, for example, the production of 
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product from substrate, signal transduction, or chemical channel activity. Reporter systems 
that may be useful in this regard include but are not limited to colorimetric, labeled 
substrate converted into product, a reporter gene that is responsive to changes in a S. 
aureus polynucleotide or polypeptide activity, and binding assays known in the art. 
[0326] S. aureus polypeptides of the invention may be used to identify membrane 
bound or soluble receptors, if any, for such polypeptide, through standard receptor binding 
techniques known in the art. These techniques include, but are not limited to, ligand 
binding and crosslinking assays in which the polypeptide is labeled with a radioactive 
isotope (for instance, 1251), chemically modified (for instance, biotinylated), or fused to a 
peptide sequence suitable for detection or purification (for instance, a His tag), and 
incubated with a source of the putative receptor (S. aureus or human cells, cell 
membranes, cell supernatants, tissue extracts, bodily materials). Other methods include 
biophysical techniques such as surface plasmon resonance and spectroscopy. These 
screening methods may also be used to identify agonists and antagonists of the 
polypeptide which compete with the binding of the polypeptide to its receptor(s), if any. 
Standard methods for conducting such assays are well understood in the art. 
[0327] The fluorescence polarization value for a fluorescently-tagged molecule 
depends on the rotational correlation time or tumbling rate. Protein complexes, such as 
formed by one S. aureus polypeptide of the invention associating with itself or another S. 
aureus polypeptide of the invention, labeled to comprise a fluorescently-labeled molecule 
will have higher polarization values than a fluorescently labeled monomeric protein. It is 
preferred that this method be used to characterize small molecules that disrupt polypeptide 
complexes. 

[0328] Fluorescence energy transfer may also be used to characterize small molecules 
that interfere with the formation of S. aureus polypeptide dimers, trimers, tetramers, or 
higher order structures, or structures formed by one S. aureus polypeptide bound to 
another polypeptide. S, aureus polypeptides can be labeled with both a donor and acceptor 
fluorophore. Upon mixing of the two labeled species and excitation of the donor 
fluorophore, fluorescence energy transfer can be detected by observing fluorescence of the 
acceptor. Compounds that block dimerization will inhibit fluorescence energy transfer. 
[0329] Surface plasmon resonance can be used to monitor the effect of small 
molecules on S. aureus polypeptide self-association as well as an association of S. aureus 
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polypeptide and another polypeptide or small molecule. S. aureus polypeptide can be 
coupled to a sensor chip at low site density such that covalently bound molecules will be 
monomelic. Solution protein can then be passed over the S. aureus polypeptide -coated 
surface and specific binding can be detected in real-time by monitoring the change in 
resonance angle caused by a change in local refractive index. This technique can be used 
to characterize the effect of small molecules on kinetic rates and equilibrium binding 
constants for S. aureus polypeptide self-association as well as an association of S. aureus 
polypeptides with another polypeptide or small molecule. 

[0330] A scintillation proximity assay may be used to characterize the interaction 
between an association of S. aureus polypeptide with another S. aureus polypeptide or a 
different polypeptide. S. aureus polypeptide can be coupled to a scintillation-filled bead. 
Addition of radio-labeled S. aureus polypeptide results in binding where the radioactive 
source molecule is in close proximity to the scintillation fluid. Thus, signal is emitted upon 
S. aureus polypeptide binding and compounds that prevent S. aureus polypeptide self- 
association or an association of S. aureus polypeptide and another polypeptide or small 
molecule will diminish signal. 

[0331] ICS biosensors have been described by AMBRI (Australian Membrane 
Biotechnology Research Institute). They couple the self-association of macromolecules to 
the closing of gramacidin-facilitated ion channels in suspended membrane bilayers and 
hence to a measurable change in the admittance (similar to impedance) of the biosensor. 
This approach is linear over six decades of admittance change and is ideally suited for 
large scale, high through-put screening of small molecule combinatorial libraries. 
[0332] In other embodiments of the invention there are provided methods for 
identifying compounds which bind to or otherwise interact with and inhibit or activate an 
activity or expression of a polypeptide and/or polynucleotide of the of the invention 
comprising: contacting a polypeptide and/or polynucleotide of the invention with a 
compound to be screened under conditions to permit binding to or other interaction 
between the compound and the polypeptide and/or polynucleotide to assess the binding to 
or other interaction with the compound, such as binding or interaction preferably being 
associated with a second component capable of providing a detectable signal in response 
to the binding or interaction of the polypeptide and/or polynucleotide with the compound; 
and determining whether the compound binds to or otherwise interacts with and activates 
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or inhibits an activity or expression of the polypeptide and/or polynucleotide by detecting 
the presence or absence of a signal generated from the binding or interaction of the 
compound with the polypeptide and/or polynucleotide. 

[0333] Another example of an assay for S. aureus polypeptide agonists is a 
competitive assay that combines a S. aureus polypeptide and a potential agonists with S. 
aureus polypeptide-binding molecules, recombinant S. aureus polypeptide-binding 
molecules, natural substrates or ligands, or substrate or ligand mimetics, under appropriate 
conditions for a competitive inhibition assay. S. aureus polypeptide can be labeled, such as 
by radioactivity or a colorimetric compound, such that the number of S. aureus 
polypeptide molecules bound to a binding molecule or converted to product can be 
determined accurately to assess the effectiveness of the potential antagonist. 
[0334] Potential antagonists include, among others, small organic molecules, peptides, 
polypeptides and antibodies that bind to a polynucleotide and/or polypeptide of the 
invention and thereby inhibit or extinguish its activity or expression. Potential antagonists 
also may be small organic molecules, a peptide, a polypeptide such as a closely related 
protein or antibody that binds the same sites on a binding molecule, such as a binding 
molecule, without inducing S. aureus polypeptide induced activities, thereby preventing 
the action or expression of S. aureus polypeptides and/or polynucleotides by excluding S. 
aureus polypeptides and/or polynucleotides from binding. 

[0335] Potential antagonists include a small molecule that binds to and occupies the 
binding site of the polypeptide thereby preventing binding to cellular binding molecules, 
such that normal biological activity is prevented. Examples of small molecules include but 
are not limited to small organic molecules, peptides or peptide-like molecules. Other 
potential antagonists include antisense molecules (see, e.g., Okano, J. Neurochem. 56:560 
(1991); OLIGODEOXYNUCLEOTIDES AS ANTISENSE INHIBITORS OF GENE 
EXPRESSION, CRC Press, Boca Raton, FL (1998)), for a description of these molecules). 
Preferred potential antagonists include compounds related to and variants of S. aureus 
polypeptides of the invention. 

[0336] Other examples of potential S. aureus polypeptide antagonists include 
antibodies or, in some cases, oligonucleotides or proteins which are closely related to the 
ligands, substrates, receptors, enzymes, etc., as the case may be, of the polypeptide, e.g., a 
fragment of the ligands, substrates, receptors, enzymes, etc.; or small molecules which 



137 



bind to the polypeptide of the present invention but do not elicit a response, so that the 
activity of the polypeptide is prevented. 

[0337] The invention further comprises biomimetics, or functional mimetics of the 
natural S. aureus polypeptides of the invention. These functional mimetics may be used 
for, among other things, antagonizing the activity of S. aureus polypeptide or as an antigen 
or immunogen in a manner described elsewhere herein. Functional mimetics of the 
polypeptides of the invention include but are not limited to truncated polypeptides. For 
example, preferred functional mimetics include, a polypeptide comprising a polypeptide 
sequence set forth in Table 1 lacking 20, 30, 40, 50, 60, 70, or 80 amino- or carboxy- 
terminal amino acid residues, including fusion proteins comprising one or more of these 
truncated sequences. Polynucleotides encoding each of these functional mimetics may be 
used as expression cassettes to express each mimetic polypeptide. It is preferred that these 
cassettes comprise 5' and 3' restriction sites to allow for a convenient means to ligate the 
cassettes together when desired. It is further preferred that these cassettes comprise gene 
expression signals known in the art or described elsewhere herein. 

[0338] Thus, in another aspect, the present invention relates to a screening kit for 
identifying agonists, antagonists, ligands, receptors, substrates, enzymes, etc. for a 
polypeptide and/or polynucleotide of the present invention; or compounds which decrease 
or enhance the production of such polypeptides and/or polynucleotides, which comprises: 
(a) a polypeptide and/or a polynucleotide of the present invention; (b) a recombinant cell 
expressing a polypeptide and/or polynucleotide of the present invention; (c) a cell 
membrane expressing a polypeptide and/or a polynucleotide of the present invention; or 
(d) antibody to a polypeptide and/or polynucleotide of the present invention; which 
polypeptide is preferably one of the S. aureus polypeptides shown in Table 1, and which 
polynucleotide is preferably one of the S. aureus polynucleotides shown in Table 1. 
[0339] It will be appreciated that in any such kit, (a), (b), (c), or (d) may comprise a 
substantial component. 

[0340] It will be readily appreciated by the skilled artisan that a polypeptide and/or 
polynucleotide of the present invention may also be used in a method for the structure- 
based design of an agonist, antagonist or inhibitor of the polypeptide and/or 
polynucleotide, by: (a) determining in the first instance the three-dimensional structure of 
the polypeptide and/or polynucleotide, or complexes thereof; (b) deducing the three- 
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dimensional structure for the likely reactive site(s), binding site(s) or motif(s) of an 
agonist, antagonist or inhibitor; (c) synthesizing candidate compounds that are predicted to 
bind to or react with the deduced binding site(s), reactive(s), and/or motif(s); and (d) 
testing whether the candidate compounds are indeed agonists, antagonists or inhibitors. It 
will be further appreciated that this will normally be an iterative process, and this iterative 
process may be performed using automated and computer-controlled steps. 
[0341] Each of the polynucleotide sequences provided herein may be used in the 
discovery and development of antibacterial compounds. The encoded protein, upon 
expression, can be used as a target for the screening of antibacterial drugs. Additionally, 
the polynucleotide sequences encoding the amino terminal regions of the encoded protein 
or Shine-Delgarno or other translation facilitating sequences of the respective mRNA can 
be used to construct antisense sequences to control the expression of the coding sequence 
of interest. 

[0342] The invention further encompasses the use of polypeptides, polynucleotides, 
agonists and/or antagonists of the invention to interfere with the initial physical interaction 
between a pathogen or pathogens and a eukaryotic, preferably mammalian, host 
responsible for sequelae of infection. In particular, the molecules of the invention may be 
used: in the prevention of adhesion of bacteria, in particular gram positive and/or gram 
negative bacteria, to eukaryotic, preferably mammalian, extracellular matrix proteins on 
in-dwelling devices or to extracellular matrix proteins in wounds; to block bacterial 
adhesion between eukaryotic, preferably mammalian, extracellular matrix proteins and 
bacterial S. aureus proteins that mediate tissue damage and/or; to block the normal 
progression of pathogenesis in infections initiated other than by the implantation of in- 
dwelling devices or by other surgical techniques. 

[0343] In a specific embodiment, the invention provides S. aureus polypeptide 
agonists and antagonists, preferably bacteristatic or bactericidal agonists and antagonists. 
[0344] The antagonists and agonists of the invention may be employed, for example, 
to prevent, inhibit and/or treat diseases. 

Vaccines 

[0345] The present invention also provides vaccines comprising one or more 
polypeptides of the present invention. Heterogeneity in the composition of a vaccine may 
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be provided by combining S. aureus polypeptides of the present invention. 
Multi-component vaccines of this type are desirable because they are likely to be more 
effective in eliciting protective immune responses against multiple species and strains of 
the Staphylococcus genus than single polypeptide vaccines. 

[0346] Multi-component vaccines are known in the art to elicit antibody production to 
numerous immunogenic components. See, e.g., Decker et al. (1996) J. Infect. Dis. 
174:S270-275. In addition, a hepatitis B, diphtheria, tetanus, pertussis tetravalent vaccine 
has recently been demonstrated to elicit protective levels of antibodies in human infants 
against all four pathogenic agents. See, e.g., Aristegui, J. et al. (1997) Vaccine 15:7-9. 
[0347] The present invention in addition to single-component vaccines includes 
multi-component vaccines. These vaccines comprise more than one polypeptide, 
immunogen or antigen. Thus, a multi-component vaccine would be a vaccine comprising 
more than one of the S. aureus polypeptides of the present invention. 

[0348] Further within the scope of the invention are whole cell and whole viral 
vaccines. Such vaccines may be produced recombinantly and involve the expression of 
one or more of the S. aureus polypeptides described in Table 1. For example, the S. 
aureus polypeptides of the present invention may be either secreted or localized 
intracellularly, on the cell surface, or in the periplasmic space. Further, when a 
recombinant virus is used, the S. aureus polypeptides of the present invention may, for 
example, be localized in the viral envelope, on the surface of the capsid, or internally 
within the capsid. Whole cells vaccines which employ cells expressing heterologous 
proteins are known in the art. See, e.g., Robinson, K. et al. (1997) Nature Biotech. 15:653- 
657; Sirard, J. et al. (1997) Infect. Immun. 65:2029-2033; Chabalgoity, J. et al. (1997) 
Infect. Immun. 65:2402-2412 . These cells may be administered live or may be killed 
prior to administration. Chabalgoity, J. et al., supra, for example, report the successful use 
in mice of a live attenuated Salmonella vaccine strain which expresses a portion of a 
platyhelminth fatty acid-binding protein as a fusion protein on its cells surface. 
[0349] A multi-component vaccine can also be prepared using techniques known in 
the art by combining one or more S. aureus polypeptides of the present invention, or 
fragments thereof, with additional non-staphylococcal components {e.g., diphtheria toxin 
or tetanus toxin, and/or other compounds known to elicit an immune response). Such 



140 



vaccines are useful for eliciting protective immune responses to both members of the 
Staphylococcus genus and non-staphylococcal pathogenic agents. 

[0350] The vaccines of the present invention also include DNA vaccines. DNA 
vaccines are currently being developed for a number of infectious diseases. See, et al, 
Boyer, et al. (1997) Nat. Med. 3:526-532; reviewed in Spier, R. (1996) Vaccine 14:1285- 
1288. Such DNA vaccines contain a nucleotide sequence encoding one or more S. aureus 
polypeptides of the present invention oriented in a manner that allows for expression of 
the subject polypeptide. For example, the direct administration of plasmid DNA encoding 
B. burgdorgeri OspA has been shown to elicit protective immunity in mice against 
borrelial challenge. See, Luke et al. (1997) J. Infect. Dis. 175:91-97. 

[0351] The present invention also relates to the administration of a vaccine which is 
co-administered with a molecule capable of modulating immune responses. Kim et al. 
(1997) Nature Biotech. 15:641-646, for example, report the enhancement of immune 
responses produced by DNA immunizations when DNA sequences encoding molecules 
which stimulate the immune response are co-administered. In a similar fashion, the 
vaccines of the present invention may be co-administered with either nucleic acids 
encoding immune modulators or the immune modulators themselves. These immune 
modulators include granulocyte macrophage colony stimulating factor (GM-CSF) and 
CD86. 

[0352] The vaccines of the present invention may be used to confer resistance to 
staphylococcal infection by either passive or active immunization. When the vaccines of 
the present invention are used to confer resistance to staphylococcal infection through 
active immunization, a vaccine of the present invention is administered to an animal to 
elicit a protective immune response which either prevents or attenuates a staphylococcal 
infection. When the vaccines of the present invention are used to confer resistance to 
staphylococcal infection through passive immunization, the vaccine is provided to a host 
animal {e.g., human, dog, or mouse), and the antisera elicited by this antisera is recovered 
and directly provided to a recipient suspected of having an infection caused by a member 
of the Staphylococcus genus. 

[0353] The ability to label antibodies, or fragments of antibodies, with toxin molecules 
provides an additional method for treating staphylococcal infections when passive 
immunization is conducted. In this embodiment, antibodies, or fragments of antibodies, 
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capable of recognizing the & aureus polypeptides disclosed herein, or fragments thereof, 
as well as other Staphylococcus proteins, are labeled with toxin molecules prior to their 
administration to the patient. When such toxin derivatized antibodies bind to 
Staphylococcus cells, toxin moieties will be localized to these cells and will cause their 
death. 

[0354] The present invention thus concerns and provides a means for preventing or 
attenuating a staphylococcal infection resulting from organisms which have antigens that 
are recognized and bound by antisera produced in response to the polypeptides of the 
present invention. As used herein, a vaccine is said to prevent or attenuate a disease if its 
administration to an animal results either in the total or partial attenuation (i.e., 
suppression) of a symptom or condition of the disease, or in the total or partial immunity 
of the animal to the disease. 

[0355] The administration of the vaccine (or the antisera which it elicits) may be for 
either a "prophylactic" or "therapeutic" purpose. When provided prophylactically, the 
compound(s) are provided in advance of any symptoms of staphylococcal infection. The 
prophylactic administration of the compound(s) serves to prevent or attenuate any 
subsequent infection. When provided therapeutically, the compound(s) is provided upon 
or after the detection of symptoms which indicate that an animal may be infected with a 
member of the Staphylococcus genus. The therapeutic administration of the compound(s) 
serves to attenuate any actual infection. Thus, the S. aureus polypeptides, and fragments 
thereof, of the present invention may be provided either prior to the onset of infection (so 
as to prevent or attenuate an anticipated infection) or after the initiation of an actual 
infection. 

[0356] The polypeptides of the invention, whether encoding a portion of a native 
protein or a functional derivative thereof, may be administered in pure form or may be 
coupled to a macromolecular carrier. Example of such carriers are proteins and 
carbohydrates. Suitable proteins which may act as macromolecular carrier for enhancing 
the immunogenicity of the polypeptides of the present invention include keyhole limpet 
hemacyanin (KLH) tetanus toxoid, pertussis toxin, bovine serum albumin, and ovalbumin. 
Methods for coupling the polypeptides of the present invention to such macromolecular 
carriers are disclosed in Harlow et aL, ANTIBODIES: A LABORATORY MANUAL, 
(Cold Spring Harbor Laboratory Press, 2nd ed. 1988). 
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[0357] A composition is said to be "pharmacologically or physiologically acceptable" 
if its administration can be tolerated by a recipient animal and is otherwise suitable for 
administration to that animal. Such an agent is said to be administered in a 
"therapeutically effective amount" if the amount administered is physiologically 
significant. An agent is physiologically significant if its presence results in a detectable 
change in the physiology of a recipient patient. 

[0358] While in all instances the vaccine of the present invention is administered as a 
pharmacologically acceptable compound, one skilled in the art would recognize that the 
composition of a pharmacologically acceptable compound varies with the animal to which 
it is administered. For example, a vaccine intended for human use will generally not be 
co-administered with Freund's adjuvant. Further, the level of purity of the S. aureus 
polypeptides of the present invention will normally be higher when administered to a 
human than when administered to a non-human animal. 

[0359] As would be understood by one of ordinary skill in the art, when the vaccine of 
the present invention is provided to an animal, it may be in a composition which may 
contain salts, buffers, adjuvants, or other substances which are desirable for improving the 
efficacy of the composition. Adjuvants are substances that can be used to specifically 
augment a specific immune response. These substances generally perform two functions: 
(1) they protect the antigen(s) from being rapidly catabolized after administration and (2) 
they nonspecifically stimulate immune responses. 

[0360] Normally, the adjuvant and the composition are mixed prior to presentation to 
the immune system, or presented separately, but into the same site of the animal being 
immunized. Adjuvants can be loosely divided into several groups based upon their 
composition. These groups include oil adjuvants (for example, Freund's complete and 
incomplete), mineral salts (for example, A1K(S0 4 )2, AlNa(S0 4 )2> A1NH 4 (S0 4 ), silica, 
kaolin, and carbon), polynucleotides (for example, poly IC and poly AU acids), and 
certain natural substances (for example, wax D from Mycobacterium tuberculosis, as well 
as substances found in Corynebacterium parvum, or Bordetella pertussis, and members of 
the genus Brucella. Other substances useful as adjuvants are the saponins such as, for 
example, Quil A. (Superfos A/S, Denmark). Preferred adjuvants for use in the present 
invention include aluminum salts, such as A1K(S0 4 )2, AlNa(S0 4 ) 2 , and A1NH 4 (S0 4 ). 
Examples of materials suitable for use in vaccine compositions are provided in 
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REMINGTON'S PHARMACEUTICAL SCIENCES 1324-1341 (A. Osol, ed, Mack 
Publishing Co, Easton, PA, (1980) (incorporated herein by reference). 
[0361] The therapeutic compositions of the present invention can be administered 
parenterally by injection, rapid infusion, nasopharyngeal absorption 
(intranasopharangeally), dermoabsorption, or orally. The compositions may alternatively 
be administered intramuscularly, or intravenously. Compositions for parenteral 
administration include sterile aqueous or non-aqueous solutions, suspensions, and emul- 
sions. Examples of non-aqueous solvents are propylene glycol, polyethylene glycol, 
vegetable oils such as olive oil, and injectable organic esters such as ethyl oleate. Carriers 
or occlusive dressings can be used to increase skin permeability and enhance antigen 
absorption. Liquid dosage forms for oral administration may generally comprise a 
liposome solution containing the liquid dosage form. Suitable forms for suspending 
liposomes include emulsions, suspensions, solutions, syrups, and elixirs containing inert 
diluents commonly used in the art, such as purified water. Besides the inert diluents, such 
compositions can also include adjuvants, wetting agents, emulsifying and suspending 
agents, or sweetening, flavoring, or perfuming agents. 

[0362] Therapeutic compositions of the present invention can also be administered in 
encapsulated form. For example, intranasal immunization using vaccines encapsulated in 
biodegradable microsphere composed of poly(DL-lactide-co-glycolide). See, Shahin, R. et 
al. (1995) Infect. Immun. 63:1195-1200. Similarly, orally administered encapsulated 
Salmonella typhimurium antigens can also be used. Allaoui-Attarki, K. et al. (1997) 
Infect. Immun. 65:853-857. Encapsulated vaccines of the present invention can be 
administered by a variety of routes including those involving contacting the vaccine with 
mucous membranes {e.g., intranasally, intracolonicly, intraduodenally). 
[0363] Many different techniques exist for the timing of the immunizations when a 
multiple administration regimen is utilized. It is possible to use the compositions of the 
invention more than once to increase the levels and diversities of expression of the 
immunoglobulin repertoire expressed by the immunized animal. Typically, if multiple 
immunizations are given, they will be given one to two months apart. 

[0364] According to the present invention, an "effective amount" of a therapeutic 
composition is one which is sufficient to achieve a desired biological effect. Generally, 
the dosage needed to provide an effective amount of the composition will vary depending 
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upon such factors as the animal's or human's age, condition, sex, and extent of disease, if 
any, and other variables which can be adjusted by one of ordinary skill in the art. 
[0365] The antigenic preparations of the invention can be administered by either single 
or multiple dosages of an effective amount. Effective amounts of the compositions of the 
invention can vary from 0.01-1,000 (ag/ml per dose, more preferably 0.1-500 |ag/ml per 
dose, and most preferably 10-300 |J.g/ml per dose. 

Binding Peptides and Other Molecules 

[0366] The invention also encompasses screening methods for identifying 
polypeptides and nonpolypeptides that bind the S. aureus polypeptides of the invention, 
and the S. aureus polypeptides binding molecules identified thereby. These binding 
molecules are useful, for example, as agonists and antagonists of the S. aureus 
polypeptides of the invention. Such agonists and antagonists can be used, in accordance 
with the invention, in the therapeutic embodiments described in detail, below. 
[0367] This method comprises the steps of: 

(a) contacting a S. aureus polypeptide with a plurality of molecules; and 

(b) identifying a molecule that binds the S. aureus polypeptide. 

[0368] The step of contacting the S. aureus polypeptide with the plurality of molecules 
may be effected in a number of ways. For example, one may contemplate immobilizing 
the S. aureus polypeptide on a solid support and bringing a solution of the plurality of 
molecules in contact with the immobilized S. aureus polypeptide. Such a procedure would 
be akin to an affinity chromatographic process, with the affinity matrix being comprised of 
the immobilized S. aureus polypeptide. The molecules having a selective affinity for the S. 
aureus polypeptide can then be purified by affinity selection. The nature of the solid 
support, process for attachment of the S. aureus polypeptide to the solid support, solvent, 
and conditions of the affinity isolation or selection are largely conventional and well- 
known to those of ordinary skill in the art. 

[0369] Alternatively, one may also separate a plurality of polypeptides into 
substantially separate fractions comprising a subset of or individual polypeptides. For 
instance, one can separate the plurality of polypeptides by gel electrophoresis, column 
chromatography, or like method known to those of ordinary skill for the separation of 
polypeptides. The individual polypeptides can also be produced by a transformed host cell 
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in such a way as to be expressed on or about its outer surface (e.g., a recombinant phage). 
Individual isolates can then be "probed" by the S. aureus polypeptide, optionally in the 
presence of an inducer should one be required for expression, to determine if any selective 
affinity interaction takes place between the S. aureus polypeptide and the individual clone. 
Prior to contacting the S. aureus polypeptide with each fraction comprising individual 
polypeptides, the polypeptides could first be transferred to a solid support for additional 
convenience. Such a solid support may simply be a piece of filter membrane, such as one 
made of nitrocellulose or nylon. In this manner, positive clones could be identified from a 
collection of transformed host cells of an expression library, which harbor a DNA 
construct encoding a polypeptide having a selective affinity for S. aureus polypeptide. 
Furthermore, the amino acid sequence of the polypeptide having a selective affinity for 
any one of the S. aureus polypeptides of the invention can be determined directly by 
conventional means or the coding sequence of the DNA encoding the polypeptide can 
frequently be determined more conveniently. The primary sequence can then be deduced 
from the corresponding DNA sequence. If the amino acid sequence is to be determined 
from the polypeptide itself, one may use microsequencing techniques. The sequencing 
technique may include mass spectroscopy. 

[0370] In certain situations, it may be desirable to wash away any unbound S. aureus 
polypeptide, or alternatively, unbound polypeptides, from a mixture of the S. aureus 
polypeptide and the plurality of polypeptides prior to attempting to determine or to detect 
the presence of a selective affinity interaction. Such a wash step may be particularly 
desirable when the S. aureus polypeptide or the plurality of polypeptides is bound to a 
solid support. 

[0371] The plurality of molecules provided according to this method may be provided 
by way of diversity libraries, such as random or combinatorial peptide or nonpeptide 
libraries which can be screened for molecules that specifically bind to a S. aureus 
polypeptide. Many libraries are known in the art that can be used, e.g., chemically 
synthesized libraries, recombinant (e.g., phage display libraries), and in vitro translation- 
based libraries. Examples of chemically synthesized libraries are described in Fodor et al., 
1991, Science 251:767-773; Houghten et al., 1991, Nature 354:84-86; Lam et al., 1991, 
Nature 354:82-84; Medynski, 1994, Bio/Technology 12:709-71 0;Gallop et al., 1994, J. 
Medicinal Chemistry 37(9): 1233-1251; Ohlmeyer et al., 1993, Proc. Natl. Acad. Sci. USA 
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90:10922-10926; Erb et al., 1994, Proc. Natl. Acad. Sci. USA 91:11422-11426; Houghten 
et al., 1992, Biotechniques 13:412; Jayawickreme et al., 1994, Proc. Natl. Acad. Sci. USA 
91:1614-1618; Salmon et al., 1993, Proc. Natl. Acad. Sci. USA 90:11708-11712; PCT 
Publication No. WO 93/20242; and Brenner and Lerner, 1992, Proc. Natl. Acad. Sci. USA 
89:5381-5383. 

[0372] Examples of phage display libraries are described in Scott and Smith, 1990, 
Science 249:386-390; Devlin et al., 1990, Science, 249:404-406; Christian, R. B., et al., 
1992, J. Mol. Biol. 227:711-718); Lenstra, 1992, J. Immunol. Meth. 152:149-157; Kay et 
al., 1993, Gene 128:59-65; and PCT Publication No. WO 94/18318 dated Aug. 18, 1994. 
[0373] In vitro translation-based libraries include but are not limited to those described 
in PCT Publication No. WO 91/05058 dated Apr. 18, 1991; and Mattheakis et al., 1994, 
Proc. Natl. Acad. Sci. USA 91:9022-9026. 

[0374] By way of examples of nonpeptide libraries, a benzodiazepine library (see e.g., 
Bunin et al., 1994, Proc. Natl. Acad. Sci. USA 91:4708-4712) can be adapted for use. 
Peptoid libraries (Simon et al., 1992, Proc. Natl. Acad. Sci. USA 89:9367-9371) can also 
be used. Another example of a library that can be used, in which the amide functionalities 
in peptides have been permethylated to generate a chemically transformed combinatorial 
library, is described by Ostresh et al. (1994, Proc. Natl. Acad. Sci. USA 91 : 1 1138-1 1 142). 
[0375] The variety of non-peptide libraries that are useful in the present invention is 
great. For example, Ecker and Crooke, 1995, Bio/Technology 13:351-360 list 
benzodiazepines, hydantoins, piperazinediones, biphenyls, sugar analogs, beta- 
mercaptoketones, arylacetic acids, acylpiperidines, benzopyrans, cubanes, xanthines, 
aminimides, and oxazolones as among the chemical species that form the basis of various 
libraries. 

[0376] Non-peptide libraries can be classified broadly into two types: decorated 
monomers and oligomers. Decorated monomer libraries employ a relatively simple 
scaffold structure upon which a variety functional groups is added. Often the scaffold will 
be a molecule with a known useful pharmacological activity. For example, the scaffold 
might be the benzodiazepine structure. 

[0377] Non-peptide oligomer libraries utilize a large number of monomers that are 
assembled together in ways that create new shapes that depend on the order of the 
monomers. Among the monomer units that have been used are carbamates, pyrrolinones, 
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and morpholinos. Peptoids, peptide-like oligomers in which the side chain is attached to 
the alpha amino group rather than the alpha carbon, form the basis of another version of 
non-peptide oligomer libraries. The first non-peptide oligomer libraries utilized a single 
type of monomer and thus contained a repeating backbone. Recent libraries have utilized 
more than one monomer, giving the libraries added flexibility. 

[0378] Screening the libraries can be accomplished by any of a variety of commonly 
known methods. See, e.g., the following references, which disclose screening of peptide 
libraries: Parmley and Smith, 1989, Adv. Exp. Med. Biol. 251:215-218; Scott and Smith, 
1990, Science 249:386-390; Fowlkes et al., 1992; BioTechniques 13:422-427; Oldenburg 
et al., 1992, Proc. Natl. Acad. Sci. USA 89:5393-5397; Yu et al., 1994, Cell 76:933-945; 
Staudt et al., 1988, Science 241:577-580; Bock et al., 1992, Nature 355:564-566; Tuerk et 
al., 1992, Proc. Natl. Acad. Sci. USA 89:6988-6992; Ellington et al., 1992, Nature 
355:850-852; U.S. Pat. No. 5,096,815, U.S. Pat. No. 5,223,409, and U.S. Pat. No. 
5,198,346, all to Ladner et al.; Rebar and Pabo, 1993, Science 263:671-673; and CT 
Publication No. WO 94/18318. 

[0379] In a specific embodiment, screening to identify a molecule that binds a S. 
aureus polypeptide can be carried out by contacting the library members with a 5. aureus 
polypeptide immobilized on a solid phase and harvesting those library members that bind 
to the S. aureus polypeptide. Examples of such screening methods, termed "panning" 
techniques are described by way of example in Parmley and Smith, 1988, Gene 73 ^OS- 
SI 8; Fowlkes et al., 1992, BioTechniques 13:422-427; PCT Publication No. WO 
94/18318; and in references cited herein. 

[0380] In another embodiment, the two-hybrid system for selecting interacting 
proteins in yeast (Fields and Song, 1989, Nature 340:245-246; Chien et al., 1991, Proc. 
Natl. Acad. Sci. USA 88:9578-9582) can be used to identify molecules that specifically 
bind to any one of the S. aureus polypeptides shown in Table 1 . 

[0381] Where the S. aureus polypeptide binding molecule is a polypeptide, the 
polypeptide can be conveniently selected from any peptide library, including random 
peptide libraries, combinatorial peptide libraries, or biased peptide libraries. The term 
"biased" is used herein to mean that the method of generating the library is manipulated so 
as to restrict one or more parameters that govern the diversity of the resulting collection of 
molecules, in this case peptides. 
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[0382] Thus, a truly random peptide library would generate a collection of peptides in 
which the probability of finding a particular amino acid at a given position of the peptide 
is the same for all 20 amino acids. A bias can be introduced into the library, however, by 
specifying, for example, that a lysine occur every fifth amino acid or that positions 4, 8, 
and 9 of a decapeptide library be fixed to include only arginine. Clearly, many types of 
biases can be contemplated, and the present invention is not restricted to any particular 
bias. Furthermore, the present invention contemplates specific types of peptide libraries, 
such as phage displayed peptide libraries and those that utilize a DNA construct 
comprising a lambda phage vector with a DNA insert. 

[0383] As mentioned above, in the case of a S. aureus polypeptide binding molecule 
that is a polypeptide, the polypeptide may have about 6 to less than about 60 amino acid 
residues, preferably about 6 to about 10 amino acid residues, and most preferably, about 6 
to about 22 amino acids. In another embodiment, a S. aureus polypeptide binding 
polypeptide has in the range of 15-100 amino acids, or 20-50 amino acids. 
[0384] The selected S. aureus polypeptide binding polypeptide can be obtained by 
chemical synthesis or recombinant expression. 

Examples 

Example 1: Isolation of a Selected DNA Clone From the Deposited Sample 

[0385] Three approaches can be used to isolate a S. aureus clone comprising a 
polynucleotide of the present invention from any S. aureus genomic DNA library. The S. 
aureus strain ISP3 has been deposited as a convienent source for obtaining a S. aureus 
strain although a wide varity of strains S. aureus strains can be used which are known in 
the art. 

[0386] S. aureus genomic DNA is prepared using the following method. A 20ml 
overnight bacterial culture grown in a rich medium (e.g., Trypticase Soy Broth, Brain 
Heart Infusion broth or Super broth), pelleted, washed two times with TES (30mM Tris- 
pH 8.0, 25mM EDTA, 50mM NaCl), and resuspended in 5ml high salt TES (2.5M NaCl). 
Lysostaphin is added to final concentration of approx 50ug/ml and the mixture is rotated 
slowly 1 hour at 37°C to make protoplast cells. The solution is then placed in incubator 
(or place in a shaking water bath) and warmed to 55°C. Five hundred microliters of 20% 
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sarcosyl in TES (final concentration 2%) is then added to lyse the cells. Next, guanidine 
HC1 is added to a final concentration of 7M (3.69g in 5.5 ml). The mixture is swirled 
slowly at 55°C for 60-90 min (solution should clear). A CsCl gradient is then set up in 
SW41 ultra clear tubes using 2.0ml 5.7M CsCl and overlaying with 2.85M CsCl. The 
gradient is carefully overlayed with the DNA-containing GuHCl solution. The gradient is 
spun at 30,000 rpm, 20°C for 24 hr and the lower DNA band is collected. The volume is 
increased to 5 ml with TE buffer. The DNA is then treated with protease K (10 ug/ml) 
overnight at 37°C, and precipitated with ethanol. The precipitated DNA is resuspended in 
a desired buffer. 

[0387] In the first method, a plasmid is directly isolated by screening a plasmid S. 
aureus genomic DNA library using a polynucleotide probe corresponding to a 
polynucleotide of the present invention. Particularly, a specific polynucleotide with 30-40 
nucleotides is synthesized using an Applied Biosystems DNA synthesizer according to the 
sequence reported. The oligonucleotide is labeled, for instance, with 32 P-y-ATP using T4 
polynucleotide kinase and purified according to routine methods. {See, e.g., Maniatis et 
al., Molecular Cloning: A Laboratory Manual, Cold Spring Harbor Press, Cold Spring, NY 
(1982).) The library is transformed into a suitable host, as indicated above (such as XL-1 
Blue (Stratagene)) using techniques known to those of skill in the art. See, e.g., Sambrook 
et al. MOLECULAR CLONING: A LABORATORY MANUAL (Cold Spring Harbor, 
N.Y. 2nd ed. 1989); Ausubel et al., CURRENT PROTOCALS IN MOLECULAR 
BIOLOGY (John Wiley and Sons, N.Y. 1989). The transformants are plated on 1.5% agar 
plates (containing the appropriate selection agent, e.g., ampicillin) to a density of about 
150 transformants (colonies) per plate. These plates are screened using Nylon membranes 
according to routine methods for bacterial colony screening. See t e.g., Sambrook et al. 
MOLECULAR CLONING: A LABORATORY MANUAL (Cold Spring Harbor, N.Y. 
2nd ed. 1989); Ausubel et al., CURRENT PROTOCALS IN MOLECULAR BIOLOGY 
(John Wiley and Sons, N.Y. 1989) or other techniques known to those of skill in the art. 
[0388] Alternatively, two primers of 15-25 nucleotides derived from the 5' and 3' ends 
of a polynucleotide of Table 1 are synthesized and used to amplify the desired DNA by 
PCR using a S. aureus genomic DNA prep (e.g., the deposited S. aureus ISP3) as a 
template. PCR is carried out under routine conditions, for instance, in 25 \il of reaction 
mixture with 0.5 ug of the above DNA template. A convenient reaction mixture is 1.5-5 
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mM MgCl 2 , 0.01% (w/v) gelatin, 20 [iM each of dATP, dCTP, dGTP, dTTP, 25 pmol of 
each primer and 0.25 Unit of Taq polymerase. Thirty five cycles of PCR (denaturation at 
94°C for 1 min; annealing at 55°C for 1 min; elongation at 72°C for 1 min) are performed 
with a Perkin-Elmer Cetus automated thermal cycler. The amplified product is analyzed 
by agarose gel electrophoresis and the DNA band with expected molecular weight is 
excised and purified. The PCR product is verified to be the selected sequence by 
subcloning and sequencing the DNA product. 

[0389] Finally, overlapping oligos of the DNA sequences of Table 1 can be 
synthesized and used to generate a nucleotide sequence of desired length using PCR 
methods known in the art. 

Example 2(a): Expression and Purification staphylococcal polypeptides in E. coli 

[0390] The bacterial expression vector pQE60 is used for bacterial expression in this 
example. (QIAGEN, Inc., 9259 Eton Avenue, Chatsworth, CA, 91311). pQE60 encodes 
ampicillin antibiotic resistance ("Ampr") and contains a bacterial origin of replication 
("ori"), an IPTG inducible promoter, a ribosome binding site ("RBS"), six codons 
encoding histidine residues that allow affinity purification using nickel-nitrilo-tri-acetic 
acid ("Ni-NTA") affinity resin (QIAGEN, Inc., supra) and suitable single restriction 
enzyme cleavage sites. These elements are arranged such that an inserted DNA fragment 
encoding a polypeptide expresses that polypeptide with the six His residues (i.e., a "6 X 
His tag") covalently linked to the carboxyl terminus of that polypeptide. 
[0391] The DNA sequence encoding the desired portion of a S. aureus protein of the 
present invention is amplified from S. aureus genomic DNA or from the deposited DNA 
clone using PCR oligonucleotide primers which anneal to the 5' and 3' sequences coding 
for the portion of the S. aureus polynucleotide. Additional nucleotides containing 
restriction sites to facilitate cloning in the pQE60 vector are added to the 5' and 3* 
sequences, respectively. 

[0392] For cloning the mature protein, the 5' primer has a sequence containing an 

appropriate restriction site followed by nucleotides of the amino terminal coding sequence 

of the desired S. aureus polynucleotide sequence in Table 1. One of ordinary skill in the 

art would appreciate that the point in the protein coding sequence where the 5' and 3' 

primers begin may be varied to amplify a DNA segment encoding any desired portion of 
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the complete protein shorter or longer than the mature form. The 3' primer has a sequence 
containing an appropriate restriction site followed by nucleotides complementary to the 3' 
end of the desired coding sequence of Table 1 , excluding a stop codon, with the coding 
sequence aligned with the restriction site so as to maintain its reading frame with that of 
the six His codons in the pQE60 vector. 

[0393] The amplified S. aureus DNA fragment and the vector pQE60 are digested 
with restriction enzymes which recognize the sites in the primers and the digested DNAs 
are then ligated together. The S. aureus DNA is inserted into the restricted pQE60 vector 
in a manner which places the S. aureus protein coding region downstream from the IPTG- 
inducible promoter and in-frame with an initiating AUG and the six histidine codons. 
[0394] The ligation mixture is transformed into competent E. coli cells using standard 
procedures such as those described by Sambrook et al., supra, E. coli strain M15/rep4, 
containing multiple copies of the plasmid pREP4, which expresses the lac repressor and 
confers kanamycin resistance ("Kanr"), is used in carrying out the illustrative example 
described herein. This strain, which is only one of many that are suitable for expressing a 
S. aureus polypeptide, is available commercially (QIAGEN, Inc., supra). Transformants 
are identified by their ability to grow on LB plates in the presence of ampicillin and 
kanamycin. Plasmid DNA is isolated from resistant colonies and the identity of the cloned 
DNA confirmed by restriction analysis, PCR and DNA sequencing. 

[0395] Clones containing the desired constructs are grown overnight ("O/N") in liquid 
culture in LB media supplemented with both ampicillin (100 |ig/ml) and kanamycin (25 
H,g/ml). The O/N culture is used to inoculate a large culture, at a dilution of approximately 
1:25 to 1:250. The cells are grown to an optical density at 600 nm ("OD600") of between 
0.4 and 0.6. Isopropyl-P-D-thiogalactopyranoside ("IPTG") is then added to a final 
concentration of 1 mM to induce transcription from the lac repressor sensitive promoter, 
by inactivating the lad repressor. Cells subsequently are incubated further for 3 to 4 
hours. Cells then are harvested by centrifugation. 

[0396] The cells are then stirred for 3-4 hours at 4°C in 6M guanidine-HCl, pH 8. The 
cell debris is removed by centrifugation, and the supernatant containing the S. aureus 
polypeptide is loaded onto a nickel-nitrilo-tri-acetic acid ("Ni-NTA") affinity resin column 
(QIAGEN, Inc., supra). Proteins with a 6 x His tag bind to the Ni-NTA resin with high 
affinity and can be purified in a simple one-step procedure (for details see: The 
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QIAexpressionist, 1995, QIAGEN, Inc., supra). Briefly the supernatant is loaded onto the 
column in 6 M guanidine-HCl, pH 8, the column is first washed with 10 volumes of 6 M 
guanidine-HCl, pH 8, then washed with 10 volumes of 6 M guanidine-HCl pH 6, and 
finally the S. aureus polypeptide is eluted with 6 M guanidine-HCl, pH 5. 
[0397] The purified protein is then renatured by dialyzing it against 
phosphate-buffered saline (PBS) or 50 mM Na-acetate, pH 6 buffer plus 200 mM NaCl. 
Alternatively, the protein can be successfully refolded while immobilized on the Ni-NTA 
column. The recommended conditions are as follows: renature using a linear 6M-1M urea 
gradient in 500 mM NaCl, 20% glycerol, 20 mM Tris/HCl pH 7.4, containing protease 
inhibitors. The renaturation should be performed over a period of 1.5 hours or more. 
After renaturation the proteins can be eluted by the addition of 250 mM immidazole. 
Immidazole is removed by a final dialyzing step against PBS or 50 mM sodium acetate pH 
6 buffer plus 200 mM NaCl. The purified protein is stored at 4°C or frozen at -80°C. 
[0398] Alternatively, the polypeptides of the present invention can be produced by a 
non-denaturing method. In this method, after the cells are harvested by centrifugation, the 
cell pellet from each liter of culture is resuspended in 25 ml of Lysis Buffer A at 4°C 
(Lysis Buffer A = 50 mM Na-phosphate, 300 mM NaCl, 10 mM 2-mercaptoethanol, 10% 
Glycerol, pH 7.5 with 1 tablet of Complete EDTA-free protease inhibitor cocktail 
(Boehringer Mannheim #1873580) per 50 ml of buffer). Absorbance at 550 nm is 
approximately 10-20 O.D./ml. The suspension is then put through three freeze/thaw 
cycles from -70°C (using a ethanol-dry ice bath) up to room temperature. The cells are 
lysed via sonication in short 10 sec bursts over 3 minutes at approximately 80W while 
kept on ice. The sonicated sample is then centrifuged at 15,000 RPM for 30 minutes at 
4°C. The supernatant is passed through a column containing 1 .0 ml of CL-4B resin to pre- 
clear the sample of any proteins that may bind to agarose non-specifically, and the flow- 
through fraction is collected. 

[0399] The pre-cleared flow-through is applied to a nickel-nitrilo-tri-acetic acid ("Ni- 
NTA") affinity resin column (Quiagen, Inc., supra). Proteins with a 6 X His tag bind to 
the Ni-NTA resin with high affinity and can be purified in a simple one-step procedure. 
Briefly, the supernatant is loaded onto the column in Lysis Buffer A at 4°C, the column is 
first washed with 10 volumes of Lysis Buffer A until the A280 of the eluate returns to the 
baseline. Then, the column is washed with 5 volumes of 40 mM Imidazole (92% Lysis 
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Buffer A / 8% Buffer B) (Buffer B = 50 mM Na-Phosphate, 300 mM NaCl, 10% Glycerol, 
10 mM 2-mercaptoethanol, 500 mM Imidazole, pH of the final buffer should be 7.5). The 
protein is eluted off of the column with a series of increasing Imidazole solutions made by 
adjusting the ratios of Lysis Buffer A to Buffer B. Three different concentrations are used: 
3 volumes of 75 mM Imidazole, 3 volumes of 150 mM Imidazole, 5 volumes of 500 mM 
Imidazole. The fractions containing the purified protein are analyzed using 8 %, 10 % or 
14% SDS-PAGE depending on the protein size. The purified protein is then dialyzed 2X 
against phosphate-buffered saline (PBS) in order to place it into an easily workable buffer. 
The purified protein is stored at 4°C or frozen at -80°C. 

[0400] The following is another alternative method may be used to purify S. aureus 
expressed in E coli when it is present in the form of inclusion bodies. Unless otherwise 
specified, all of the following steps are conducted at 4-10°C. 

[0401] Upon completion of the production phase of the E. coli fermentation, the cell 
culture is cooled to 4-10°C and the cells are harvested by continuous centrifugation at 
15,000 rpm (Heraeus Sepatech). On the basis of the expected yield of protein per unit 
weight of cell paste and the amount of purified protein required, an appropriate amount of 
cell paste, by weight, is suspended in a buffer solution containing 100 mM Tris, 50 mM 
EDTA, pH 7.4. The cells are dispersed to a homogeneous suspension using a high shear 
mixer. 

[0402] The cells are then lysed by passing the solution through a microfluidizer 
(Microfuidics, Corp. or APV Gaulin, Inc.) twice at 4000-6000 psi. The homogenate is 
then mixed with NaCl solution to a final concentration of 0.5 M NaCl, followed by 
centrifugation at 7000 x g for 15 min. The resultant pellet is washed again using 0.5M 
NaCl, 100 mM Tris, 50 mM EDTA, pH 7.4. 

[0403] The resulting washed inclusion bodies are solubilized with 1.5 M guanidine 
hydrochloride (GuHCl) for 2-4 hours. After 7000 x g centrifugation for 15 min., the pellet 
is discarded and the S. aureus polypeptide-containing supernatant is incubated at 4°C 
overnight to allow further GuHCl extraction. 

[0404] Following high speed centrifugation (30,000 x g) to remove insoluble particles, 
the GuHCl solubilized protein is refolded by quickly mixing the GuHCl extract with 20 
volumes of buffer containing 50 mM sodium, pH 4.5, 150 mM NaCl, 2 mM EDTA by 
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vigorous stirring. The refolded diluted protein solution is kept at 4°C without mixing for 
12 hours prior to further purification steps. 

[0405] To clarify the refolded S. aureus polypeptide solution, a previously prepared 
tangential filtration unit equipped with 0.16 |um membrane filter with appropriate surface 
area (e.g., Filtron), equilibrated with 40 mM sodium acetate, pH 6.0 is employed. The 
filtered sample is loaded onto a cation exchange resin (e.g., Poros HS-50, Perseptive 
Biosystems). The column is washed with 40 mM sodium acetate, pH 6.0 and eluted with 
250 mM, 500 mM, 1000 mM, and 1500 mM NaCl in the same buffer, in a stepwise 
manner. The absorbance at 280 mm of the effluent is continuously monitored. Fractions 
are collected and further analyzed by SDS-PAGE. 

[0406] Fractions containing the S. aureus polypeptide are then pooled and mixed with 
4 volumes of water. The diluted sample is then loaded onto a previously prepared set of 
tandem columns of strong anion (Poros HQ-50, Perseptive Biosystems) and weak anion 
(Poros CM-20, Perseptive Biosystems) exchange resins. The columns are equilibrated 
with 40 mM sodium acetate, pH 6.0. Both columns are washed with 40 mM sodium 
acetate, pH 6.0, 200 mM NaCl. The CM-20 column is then eluted using a 10 column 
volume linear gradient ranging from 0.2 M NaCl, 50 mM sodium acetate, pH 6.0 to 1.0 M 
NaCl, 50 mM sodium acetate, pH 6.5. Fractions are collected under constant A280 
monitoring of the effluent. Fractions containing the S. aureus polypeptide (determined, 
for instance, by 16% SDS-PAGE) are then pooled. 

[0407] The resultant S. aureus polypeptide exhibits greater than 95% purity after the 
above refolding and purification steps. No major contaminant bands are observed from 
Commassie blue stained 16% SDS-PAGE gel when 5 |ag of purified protein is loaded. 
The purified protein is also tested for endotoxin/LPS contamination, and typically the LPS 
content is less than 0.1 ng/ml according to LAL assays. 

Example 2(b): Expression and Purification staphylococcal polypeptides in E. coli 

[0408] Alternatively, the vector pQElO can be used to clone and express polypeptides 

of the present invention. The difference being such that an inserted DNA fragment 

encoding a polypeptide expresses that polypeptide with the six His residues (i.e., a "6 X 

His tag") covalently linked to the amino terminus of that polypeptide. The bacterial 

expression vector pQElO (QIAGEN, Inc., 9259 Eton Avenue, Chatsworth, CA, 91311) is 

155 



used in this example . The components of the pQElO plasmid are arranged such that the 
inserted DNA sequence encoding a polypeptide of the present invention expresses the 
polypeptide with the six His residues (i.e., a "6 X His tag")) covalently linked to the amino 
terminus. 

[0409] The DNA sequences encoding the desired portions of a polypeptide of Table 1 
are amplified using PCR oligonucleotide primers from either genomic S. aureus DNA or 
DNA from the plasmid clones listed in Table 1 clones of the present invention. The PCR 
primers anneal to the nucleotide sequences encoding the desired amino acid sequence of a 
polypeptide of the present invention. Additional nucleotides containing restriction sites to 
facilitate cloning in the pQElO vector are added to the 5' and 3* primer sequences, 
respectively. 

[0410] For cloning a polypeptide of the present invention, the 5' and 3* primers are 
selected to amplify their respective nucleotide coding sequences. One of ordinary skill in 
the art would appreciate that the point in the protein coding sequence where the 5' and 3' 
primers begins may be varied to amplify a DNA segment encoding any desired portion of 
a polypeptide of the present invention. The 5 ? primer is designed so the coding sequence 
of the 6 X His tag is aligned with the restriction site so as to maintain its reading frame 
with that of S. aureus polypeptide. The 3 f is designed to include a stop codon. The 
amplified DNA fragment is then cloned, and the protein expressed, as described above for 
the pQE60 plasmid. 

[0411] The DNA sequences encoding the amino acid sequences of Table 1 may also 
be cloned and expressed as fusion proteins by a protocol similar to that described directly 
above, wherein the pET-32b(+) vector (Novagen, 601 Science Drive, Madison, WI 5371 1) 
is preferentially used in place of pQElO. 

Example 2(c): Expression and Purification of Stahphlococcusl polypeptides in E. coli 

[0412] The bacterial expression vector pQE60 is used for bacterial expression in this 
example (QIAGEN, Inc., 9259 Eton Avenue, Chatsworth, CA, 91311). However, in this 
example, the polypeptide coding sequence is inserted such that translation of the six His 
codons is prevented and, therefore, the polypeptide is produced with no 6 X His tag. 
[0413] The DNA sequence encoding the desired portion of the S. aureus amino acid 
sequence is amplified from a S. aureus genomic DNA prep using PCR oligonucleotide 
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primers which anneal to the 5' and 3' nucleotide sequences corresponding to the desired 
portion of the S. aureus polypeptides. Additional nucleotides containing restriction sites 
to facilitate cloning in the pQE60 vector are added to the 5* and 3* primer sequences. 
[0414] For cloning S. aureus polypeptides of the present invention, 5 f and 3' primers 
are selected to amplify their respective nucleotide coding sequences. One of ordinary skill 
in the art would appreciate that the point in the protein coding sequence where the 5 1 and 3* 
primers begin may be varied to amplify a DNA segment encoding any desired portion of a 
polypeptide of the present invention. The 3' and 5' primers contain appropriate restriction 
sites followed by nucleotides complementary to the 5' and 3' ends of the coding sequence 
respectively. The 3' primer is additionally designed to include an in- frame stop codon. 
[0415] The amplified S. aureus DNA fragments and the vector pQE60 are digested 
with restriction enzymes recognizing the sites in the primers and the digested DNAs are 
then ligated together. Insertion of the S. aureus DNA into the restricted pQE60 vector 
places the S. aureus protein coding region including its associated stop codon downstream 
from the EPTG-inducible promoter and in-frame with an initiating AUG. The associated 
stop codon prevents translation of the six histidine codons downstream of the insertion 
point. 

[0416] The ligation mixture is transformed into competent E. coli cells using standard 
procedures such as those described by Sambrook et al. E. coli strain M15/rep4, containing 
multiple copies of the plasmid pREP4, which expresses the lac repressor and confers 
kanamycin resistance ("Kanr"), is used in carrying out the illustrative example described 
herein. This strain, which is only one of many that are suitable for expressing S. aureus 
polypeptide, is available commercially (QIAGEN, Inc., supra). Transformants are 
identified by their ability to grow on LB plates in the presence of ampicillin and 
kanamycin. Plasmid DNA is isolated from resistant colonies and the identity of the cloned 
DNA confirmed by restriction analysis, PCR and DNA sequencing. 

[0417] Clones containing the desired constructs are grown overnight ("O/N") in liquid 
culture in LB media supplemented with both ampicillin (100 |ig/ml) and kanamycin (25 
jug/ml). The O/N culture is used to inoculate a large culture, at a dilution of approximately 
1 :25 to 1 :250. The cells are grown to an optical density at 600 nm ("OD600") of between 
0.4 and 0.6. isopropyl-P-D-thiogalactopyranoside ("IPTG") is then added to a final 
concentration of 1 mM to induce transcription from the lac repressor sensitive promoter, 
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by inactivating the lad repressor. Cells subsequently are incubated further for 3 to 4 
hours. Cells then are harvested by centrifugation. 

[0418] To purify the S. aureus polypeptide, the cells are then stirred for 3-4 hours at 
4°C in 6M guanidine-HCl, pH 8. The cell debris is removed by centrifugation, and the 
supernatant containing the S. aureus polypeptide is dialyzed against 50 mM Na- acetate 
buffer pH 6, supplemented with 200 mM NaCl. Alternatively, the protein can be 
successfully refolded by dialyzing it against 500 mM NaCl, 20% glycerol, 25 mM 
Tris/HCl pH 7.4, containing protease inhibitors. After renaturation the protein can be 
purified by ion exchange, hydrophobic interaction and size exclusion chromatography. 
Alternatively, an affinity chromatography step such as an antibody column can be used to 
obtain pure S. aureus polypeptide. The purified protein is stored at 4°C or frozen at -80°C. 
[0419] The following alternative method may be used to purify S. aureus polypeptides 
expressed in E coli when it is present in the form of inclusion bodies. Unless otherwise 
specified, all of the following steps are conducted at 4-10°C. 

[0420] Upon completion of the production phase of the E. coli fermentation, the cell 
culture is cooled to 4-10°C and the cells are harvested by continuous centrifugation at 
15,000 rpm (Heraeus Sepatech). On the basis of the expected yield of protein per unit 
weight of cell paste and the amount of purified protein required, an appropriate amount of 
cell paste, by weight, is suspended in a buffer solution containing 100 mM Tris, 50 mM 
EDTA, pH 7.4. The cells are dispersed to a homogeneous suspension using a high shear 
mixer. 

[0421] The cells ware then lysed by passing the solution through a microfluidizer 
(Microfuidics, Corp. or APV Gaulin, Inc.) twice at 4000-6000 psi. The homogenate is 
then mixed with NaCl solution to a final concentration of 0.5 M NaCl, followed by 
centrifugation at 7000 x g for 15 min. The resultant pellet is washed again using 0.5M 
NaCl, 100 mM Tris, 50 mM EDTA, pH 7.4. 

[0422] The resulting washed inclusion bodies are solubilized with 1.5 M guanidine 
hydrochloride (GuHCl) for 2-4 hours. After 7000 x g centrifugation for 15 min., the pellet 
is discarded and the S. aureus polypeptide-containing supernatant is incubated at 4°C 
overnight to allow further GuHCl extraction. 

[0423] Following high speed centrifugation (30,000 x g) to remove insoluble particles, 
the GuHCl solubilized protein is refolded by quickly mixing the GuHCl extract with 20 
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volumes of buffer containing 50 raM sodium, pH 4.5, 150 mM NaCl, 2 mM EDTA by 
vigorous stirring. The refolded diluted protein solution is kept at 4°C without mixing for 
12 hours prior to further purification steps. 

[0424] To clarify the refolded S. aureus polypeptide solution, a previously prepared 
tangential filtration unit equipped with 0.16 ^m membrane filter with appropriate surface 
area (e.g., Filtron), equilibrated with 40 mM sodium acetate, pH 6.0 is employed. The 
filtered sample is loaded onto a cation exchange resin (e.g., Poros HS-50, Perseptive 
Biosystems). The column is washed with 40 mM sodium acetate, pH 6.0 and eluted with 
250 mM, 500 mM, 1000 mM, and 1500 mM NaCl in the same buffer, in a stepwise 
manner. The absorbance at 280 mm of the effluent is continuously monitored. Fractions 
are collected and further analyzed by SDS-PAGE. 

[0425] Fractions containing the S. aureus polypeptide are then pooled and mixed with 
4 volumes of water. The diluted sample is then loaded onto a previously prepared set of 
tandem columns of strong anion (Poros HQ-50, Perseptive Biosystems) and weak anion 
(Poros CM-20, Perseptive Biosystems) exchange resins. The columns are equilibrated 
with 40 mM sodium acetate, pH 6.0. Both columns are washed with 40 mM sodium 
acetate, pH 6.0, 200 mM NaCl. The CM-20 column is then eluted using a 10 column t 
volume linear gradient ranging from 0.2 M NaCl, 50 mM sodium acetate, pH 6.0 to 1.0 M 
NaCl, 50 mM sodium acetate, pH 6.5. Fractions are collected under constant A 2 go 
monitoring of the effluent. Fractions containing the S. aureus polypeptide (determined, 
for instance, by 16% SDS-PAGE) are then pooled. 

[0426] The resultant S. aureus polypeptide exhibits greater than 95% purity after the 
above refolding and purification steps. No major contaminant bands are observed from 
Commassie blue stained 16% SDS-PAGE gel when 5 |xg of purified protein is loaded. 
The purified protein is also tested for endotoxin/LPS contamination, and typically the LPS 
content is less than 0.1 ng/ml according to LAL assays. 

Example 2(d): Cloning and Expression of S. aureus in Other Bacteria 

[0427] S. aureus polypeptides can also be produced in: S. aureus using the methods of 
S. Skinner et al., (1988) Mol. Microbiol. 2:289-297 or J. I. Moreno (1996) Protein Expr. 
Purif. 8(3):332-340; Lactobacillus using the methods of C. Rush et al., 1997 Appl. 
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Microbiol. BiotechnoL 47(5):537-542; or in Bacillus subtilis using the methods Chang et 
al., U.S. Patent No. 4,952,508. 

Example 3: Cloning and Expression in COS Cells 

[0428] A S. aureus expression plasmid is made by cloning a portion of the DNA 
encoding a S. aureus polypeptide into the expression vector pDNAI/Amp or pDNAIII 
(which can be obtained from Invitrogen, Inc.). The expression vector pDNAI/amp 
contains: (1) an E. coli origin of replication effective for propagation in E. coli and other 
prokaryotic cells; (2) an ampicillin resistance gene for selection of plasmid-containing 
prokaryotic cells; (3) an SV40 origin of replication for propagation in eukaryotic cells; (4) 
a CMV promoter, a polylinker, an SV40 intron; (5) several codons encoding a 
hemagglutinin fragment (i.e., an "HA" tag to facilitate purification) followed by a 
termination codon and polyadenylation signal arranged so that a DNA can be conveniently 
placed under expression control of the CMV promoter and operably linked to the S V40 
intron and the polyadenylation signal by means of restriction sites in the polylinker. The 
HA tag corresponds to an epitope derived from the influenza hemagglutinin protein 
described by Wilson et al. 1984 Cell 37:767. The fusion of the HA tag to the target protein 
allows easy detection and recovery of the recombinant protein with an antibody that 
recognizes the HA epitope. pDNAIII contains, in addition, the selectable neomycin 
marker. 

[0429] A DNA fragment encoding a S. aureus polypeptide is cloned into the 
polylinker region of the vector so that recombinant protein expression is directed by the 
CMV promoter. The plasmid construction strategy is as follows. The DNA from a 5. 
aureus genomic DNA prep is amplified using primers that contain convenient restriction 
sites, much as described above for construction of vectors for expression of S. aureus in 
E. coli. The 5' primer contains a Kozak sequence, an AUG start codon, and nucleotides of 
the 5 f coding region of the S. aureus polypeptide. The 3' primer, contains nucleotides 
complementary to the 3' coding sequence of the S. aureus DNA, a stop codon, and a 
convenient restriction site. 

[0430] The PCR amplified DNA fragment and the vector, pDNAI/Amp, are digested 
with appropriate restriction enzymes and then ligated. The ligation mixture is transformed 

into an appropriate E. coli strain such as SURE™ (Stratagene Cloning Systems, La Jolla, 
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CA 92037), and the transformed culture is plated on ampicillin media plates which then 
are incubated to allow growth of ampicillin resistant colonies. Plasmid DNA is isolated 
from resistant colonies and examined by restriction analysis or other means for the 
presence of the fragment encoding the S. aureus polypeptide 

[0431] For expression of a recombinant S. aureus polypeptide, COS cells are 
transfected with an expression vector, as described above, using DEAE-dextran, as 
described, for instance, by Sambrook et al. (supra). Cells are incubated under conditions 
for expression of S. aureus by the vector. 

[0432] Expression of the S. aureus-KA fusion protein is detected by radiolabeling and 
immunoprecipitation, using methods described in, for example Harlow et al., supra.. To 
this end, two days after transfection, the cells are labeled by incubation in media 
containing 35 S-cysteine for 8 hours. The cells and the media are collected, and the cells 
are washed and the lysed with detergent-containing RIPA buffer: 150 mM NaCl, 1% NP- 
40, 0.1% SDS, 1% NP-40, 0.5% DOC, 50 mM TRIS, pH 7.5, as described by Wilson et al. 
(supra ). Proteins are precipitated from the cell lysate and from the culture media using an 
HA-specific monoclonal antibody. The precipitated proteins then are analyzed by SDS- 
PAGE and autoradiography. An expression product of the expected size is seen in the cell 
lysate, which is not seen in negative controls. 

Example 4: Cloning and Expression in CHO Cells 

[0433] The vector pC4 is used for the expression of S. aureus polypeptide in this 
example. Plasmid pC4 is a derivative of the plasmid pSV2-dhfr (ATCC Accession No. 
37146). The plasmid contains the mouse DHFR gene under control of the SV40 early 
promoter. Chinese hamster ovary cells or other cells lacking dihydrofolate activity that 
are transfected with these plasmids can be selected by growing the cells in a selective 
medium (alpha minus MEM, Life Technologies) supplemented with the chemotherapeutic 
agent methotrexate. The amplification of the DHFR genes in cells resistant to 
methotrexate (MTX) has been well documented. See, e.g., Alt et al., 1978, J. Biol. Chem. 
253:1357-1370; Hamlin et al., 1990, Biochem. et Biophys. Acta, 1097:107-143; Page et 
al., 1991, Biotechnology 9:64-68. Cells grown in increasing concentrations of MTX 
develop resistance to the drug by overproducing the target enzyme, DHFR, as a result of 
amplification of the DHFR gene. If a second gene is linked to the DHFR gene, it is 
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usually co-amplified and over-expressed. It is known in the art that this approach may be 
used to develop cell lines carrying more than 1,000 copies of the amplified gene(s). 
Subsequently, when the methotrexate is withdrawn, cell lines are obtained which contain 
the amplified gene integrated into one or more chromosome(s) of the host cell. 
[0434] Plasmid pC4 contains the strong promoter of the long terminal repeat (LTR) of 
the Rouse Sarcoma Virus, for expressing a polypeptide of interest, Cullen, et al. (1985) 
Mol. Cell. Biol. 5:438-447; plus a fragment isolated from the enhancer of the immediate 
early gene of human cytomegalovirus (CMV), Boshart, et al., 1985, Cell 41:521-530. 
Downstream of the promoter are the following single restriction enzyme cleavage sites 
that allow the integration of the genes: Bam HI, Xba I, and Asp 718. Behind these cloning 
sites the plasmid contains the 3* intron and polyadenylation site of the rat preproinsulin 
gene. Other high efficiency promoters can also be used for the expression, e.g., the human 
B-actin promoter, the SV40 early or late promoters or the long terminal repeats from other 
retroviruses, e.g., HIV and HTLVI. Clontech's Tet-Off and Tet-On gene expression 
systems and similar systems can be used to express the S. aureus polypeptide in a 
regulated way in mammalian cells (Gossen et al., 1992, Proc. Natl. Acad. Sci. USA 
89:5547-5551. For the polyadenylation of the mRNA other signals, e.g., from the human 
growth hormone or globin genes can be used as well. Stable cell lines carrying a gene of 
interest integrated into the chromosomes can also be selected upon co-transfection with a 
selectable marker such as gpt, G418 or hygromycin. It is advantageous to use more than 
one selectable marker in the beginning, e.g., G418 plus methotrexate. 

[0435] The plasmid pC4 is digested with the restriction enzymes and then 
dephosphorylated using calf intestinal phosphates by procedures known in the art. The 
vector is then isolated from a 1% agarose gel. The DNA sequence encoding the S. aureus 
polypeptide is amplified using PCR oligonucleotide primers corresponding to the 5' and 3' 
sequences of the desired portion of the gene. A 5' primer containing a restriction site, a 
Kozak sequence, an AUG start codon, and nucleotides of the 5' coding region of the S. 
aureus polypeptide is synthesized and used. A 3' primer, containing a restriction site, stop 
codon, and nucleotides complementary to the 3' coding sequence of the S. aureus 
polypeptides is synthesized and used. The amplified fragment is digested with the 
restriction endonucleases and then purified again on a 1% agarose gel. The isolated 
fragment and the dephosphorylated vector are then ligated with T4 DNA ligase. E. coli 
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HB101 or XL-1 Blue cells are then transformed and bacteria are identified that contain the 
fragment inserted into plasmid pC4 using, for instance, restriction enzyme analysis, 
[0436] Chinese hamster ovary cells lacking an active DHFR gene are used for 
transfection. Five |ng of the expression plasmid pC4 is cotransfected with 0.5 jig of the 
plasmid pSVneo using a lipid-mediated transfection agent such as Lipofectin™ or 
Lipofect AMINE.™ (LifeTechnologies Gaithersburg, MD). The plasmid pSV2-neo 
contains a dominant selectable marker, the neo gene from Tn5 encoding an enzyme that 
confers resistance to a group of antibiotics including G418. The cells are seeded in alpha 
minus MEM supplemented with 1 mg/ml G418. After 2 days, the cells are trypsinized and 
seeded in hybridoma cloning plates (Greiner, Germany) in alpha minus MEM 
supplemented with 10, 25, or 50 ng/ml of methotrexate plus 1 mg/ml G418. After about 
10-14 days single clones are trypsinized and then seeded in 6-well petri dishes or 10 ml 
flasks using different concentrations of methotrexate (50 nM, 100 nM, 200 nM, 400 nM, 
800 nM). Clones growing at the highest concentrations of methotrexate are then 
transferred to new 6-well plates containing even higher concentrations of methotrexate (1 
jiM, 2 |liM ? 5 fiM, 10 mM, 20 mM). The same procedure is repeated until clones are 
obtained which grow at a concentration of 100-200 |iM. Expression of the desired gene 
product is analyzed, for instance, by SDS-PAGE and Western blot or by reversed phase 
HPLC analysis. 

Example 5: Quantitative Murine Soft Tissue Infection Model for S. aureus 

[0437] Compositions of the present invention, including polypeptides and peptides, are 

assayed for their ability to function as vaccines or to enhance/stimulate an immune 

response to a bacterial species (e.g., S. aureus) using the following quantitative murine 

soft tissue infection model. Mice (e.g., NIH Swiss female mice, approximately 7 weeks 

old) are first treated with a biologically protective effective amount, or immune 

enhancing/stimulating effective amount of a composition of the present invention using 

methods known in the art, such as those discussed above. See, e.g., Harlow et al., 

ANTIBODIES: A LABORATORY MANUAL, (Cold Spring Harbor Laboratory Press, 

2nd ed. 1988). An example of an appropriate starting dose is 20ug per animal. 

[0438] The desired bacterial species used to challenge the mice, such as S. aureus^ is 

grown as an overnight culture. The culture is diluted to a concentration of 5 X 10 8 cfu/ml, 
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in an appropriate media, mixed well, serially diluted, and titered. The desired doses are 
further diluted 1 :2 with sterilized Cytodex 3 microcarrier beads preswollen in sterile PBS 
(3g/100ml). Mice are anesthetized briefly until docile, but still mobile and injected with 
0.2 ml of the Cytodex 3 bead/bacterial mixture into each animal subcutaneously in the 
inguinal region. After four days, counting the day of injection as day one, mice are 
sacrificed and the contents of the abscess is excised and placed in a 15 ml conical tube 
containing 1.0ml of sterile PBS. The contents of the abscess are then enzymatically 
treated and plated as follows. 

[0439] The abscess is first disrupted by vortexing with sterilized glass beads placed in 
the tubes. 3.0mls of prepared enzyme mixture (1.0ml Collagenase D (4.0 mg/ml), 1.0ml 
Trypsin (6.0 mg/ml) and 8.0 ml PBS) is then added to each tube followed by 20 min. 
incubation at 37°C. The solution is then centrifuged and the supernatant drawn off. 0.5 ml 
dH 2 0 is then added and the tubes are vortex ed and then incubated for 10 min. at room 
temperature. 0.5 ml media is then added and samples are serially diluted and plated onto 
agar plates, and grown overnight at 37°C. Plates with distinct and separate colonies are 
then counted, compared to positive and negative control samples, and quantified. The 
method can be used to identify composition and determine appropriate and effective doses 
for humans and other animals by comparing the effective doses of compositions of the 
present invention with compositions known in the art to be effective in both mice and 
humans. Doses for the effective treatment of humans and other animals, using 
compositions of the present invention, are extrapolated using the data from the above 
experiments of mice. It is appreciated that further studies in humans and other animals 
may be needed to determine the most effective doses using methods of clinical practice 
known in the art. 

Example 6: Murine Systemic Neutropenic Model for S. aureus Infection 

[0440] Compositions of the present invention, including polypeptides and peptides, are 
assayed for their ability to function as vaccines or to enhance/stimulate an immune 
response to a bacterial species (e.g., S. aureus) using the following qualitative murine 
systemic neutropenic model. Mice (e.g., NIH Swiss female mice, approximately 7 weeks 
old) are first treated with a biologically protective effective amount, or immune 
enhancing/stimulating effective amount of a composition of the present invention using 
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methods known in the art, such as those discussed above. See, e.g., Harlow et al., 
ANTIBODIES: A LABORATORY MANUAL, (Cold Spring Harbor Laboratory Press, 
2nd ed. 1988). An example of an appropriate starting dose is 20ug per animal. 
[0441] Mice are then injected with 250-300 mg/kg cyclophosphamide 
intraperitonially. Counting the day of CP. injection as day one, the mice are left untreated 
for 5 days to begin recovery of PMNL'S. 

[0442] The desired bacterial species used to challenge the mice, such as S. aureus, is 
grown as an overnight culture. The culture is diluted to a concentration of 5 X 10 8 cfu/ml, 
in an appropriate media, mixed well, serially diluted, and titered. The desired doses are 
further diluted 1 :2 in 4% Brewer's yeast in media. 

[0443] Mice are injected with the bacteria/brewer's yeast challenge intraperitonially. 
The Brewer's yeast solution alone is used as a control. The mice are then monitored twice 
daily for the first week following challenge, and once a day for the next week to ascertain 
morbidity and mortality. Mice remaining at the end of the experiment are sacrificed. The 
method can be used to identify compositions and determine appropriate and effective 
doses for humans and other animals by comparing the effective doses of compositions of 
the present invention with compositions known in the art to be effective in both mice and 
humans. Doses for the effective treatment of humans and other animals, using 
compositions of the present invention, are extrapolated using the data from the above 
experiments of mice. It is appreciated that further studies in humans and other animals 
may be needed to determine the most effective doses using methods of clinical practice 
known in the art. 

Example 7: Murine Lethal Sepsis Model 

[0444] S. aureus polypeptides of he present invention can be evaluated for potential 
vaccine efficacy using the murine lethal sepsis model. In this model, mice are challenged 
with extremely low lethal doses (frequently between 1 and 10 colony forming units [cfu]) 
of virulent strains of S. aureus. Initial studies are conducted to determine a less virulent 
strain of S. aureus. Polypeptides of the present invention (e.g., such as the polypeptides 
described in Table 1 , fragments thereof and fragments that comprise the epitopes shown in 
Table 4) produced as Example 2(a)-(d), and optionally conjugated with another 
immunogen are tested as vaccine candidates. Vaccine candidates immunized mice are 
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then challenged with a lethal dose of S. aureus which protect against death when 
approximately 100 times the LD 50 of the strain employed are selected as protective 
antigens. 

[0445] More specifically, female C2H/HeJ mices are immunized subcutaneously in 
groups of 10 with 15 ug of protein formulated in complete Freund's adjuvant (CFA). 
Twenty one days later, mice are boosted in the same way with protein formulated in 
incomplete Freund's adjuvant. Twenty-eight days following boost animals are bled and a 
prechallenge immune titer against S. aureus proteins is determined by ELISA. 
[0446] 35 days following the boost, a freshly prepared culture of S. aureus in BHI are 
diluted to approximately 35 to 100xLD 50 in sterile PBS and injected intraperitoneally into 
mice in a volume of 100 ul. Mice are monitored for 14 days for mortality. Survival rate is 
compared with a sham group immunized with PBS and adjuvant alone. 

Example 8: Identifying Vaccine Antigens Against Preveiant S. aureus Strains 

[0447] It is further determined whether the majority of the most prevalent S. aureus 
strains express the vaccine antigen(s) and polypeptide(s) identified by the lethal model of 
Example 7 or the models of Example 5 or 6. Immunoblot analysis is performed with cell 
lysates prepared from Staphylococcus strains representative of the major capsular 
serotypes and probed with polyclonal antisera specific for the protective antigens. A 
preferred vaccine is comprised of a serological epitope of the polypeptide of the present 
invention that is well conserved among the majority of infective Staphyloccus serotypes. 

Example 9: Production of an Antibody 

a) Hybridoma Technology 
[0448] The antibodies of the present invention can be prepared by a variety of 
methods. (See, Current Protocols, Chapter 2.) As one example of such methods, cells 
expressing polypeptide(s) of the invention are administered to an animal to induce the 
production of sera containing polyclonal antibodies. In a preferred method, a preparation 
of polypeptide(s) of the invention is prepared and purified to render it substantially free of 
natural contaminants. Such a preparation is then introduced into an animal in order to 
produce polyclonal antisera of greater specific activity. 
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[0449] Monoclonal antibodies specific for polypeptide(s) of the invention are prepared 
using hybridoma technology. (Kohler et al., Nature 256:495 (1975); Kohler et al., Eur. J. 
Immunol. 6:511 (1976); Kohler et al., Eur. J. Immunol. 6:292 (1976); Hammerling et al., 
in: Monoclonal Antibodies and T-Cell Hybridomas, Elsevier, N.Y., pp. 563-681 (1981)). 
In general, an animal (preferably a mouse) is immunized with polypeptide(s) of the 
invention or, more preferably, with a secreted polypeptide-expressing cell. Such 
polypeptide-expressing cells are cultured in any suitable tissue culture medium, preferably 
in Earle's modified Eagle's medium supplemented with 10% fetal bovine serum 
(inactivated at about 56°C), and supplemented with about 10 g/1 of nonessential amino 
acids, about 1,000 U/ml of penicillin, and about 100 jag/ml of streptomycin. 
[0450] The splenocytes of such mice are extracted and fused with a suitable myeloma 
cell line. Any suitable myeloma cell line may be employed in accordance with the present 
invention; however, it is preferable to employ the parent myeloma cell line (SP20), 
available from the ATCC. After fusion, the resulting hybridoma cells are selectively 
maintained in HAT medium, and then cloned by limiting dilution as described by Wands 
et al. (Gastroenterology 80:225-232 (1981)). The hybridoma cells obtained through such 
a selection are then assayed to identify clones which secrete antibodies capable of binding 
the polypeptide(s) of the invention. 

[0451] Alternatively, additional antibodies capable of binding to polypeptide(s) of the 
invention can be produced in a two-step procedure using anti-idiotypic antibodies. Such a 
method makes use of the fact that antibodies are themselves antigens, and therefore, it is 
possible to obtain an antibody which binds to a second antibody. In accordance with this 
method, protein specific antibodies are used to immunize an animal, preferably a mouse. 
The splenocytes of such an animal are then used to produce hybridoma cells, and the 
hybridoma cells are screened to identify clones which produce an antibody whose ability 
to bind to the protein-specific antibody can be blocked by polypeptide(s) of the invention. 
Such antibodies comprise anti-idiotypic antibodies to the protein-specific antibody and are 
used to immunize an animal to induce formation of further protein-specific antibodies. 
[0452] For in vivo use of antibodies in humans, an antibody is "humanized". Such 
antibodies can be produced using genetic constructs derived from hybridoma cells 
producing the monoclonal antibodies described above. Methods for producing chimeric 
and humanized antibodies are known in the art and are discussed herein. (See, for review, 
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Morrison, Science 229:1202 (1985); Oi et al., BioTechniques 4:214 (1986); Cabilly et aL, 
U.S. Patent No. 4,816,567; Taniguchi et al., EP 171496; Morrison et aL, EP 173494; 
Neuberger et al., WO 8601533; Robinson et al., WO 8702671; Boulianne et al., Nature 
312:643 (1984); Neuberger et al., Nature 314:268 (1985).) 

b) Isolation Of Antibody Fragments Directed Against Polypeptide(s) From A 
Library Of scFvs 

[0453] Naturally occurring V-genes isolated from human PBLs are constructed into a 
library of antibody fragments which contain reactivities against polypeptide(s) of the 
invention to which the donor may or may not have been exposed (see e.g., U.S. Patent 
5,885,793 incorporated herein by reference in its entirety). 

Rescue of the Library 

[0454] A library of scFvs is constructed from the RNA of human PBLs as described in 
PCT publication WO 92/01047. To rescue phage displaying antibody fragments, 
approximately 109 E. coli harboring the phagemid are used to inoculate 50 ml of 2xTY 
containing 1% glucose and 100 |ig/ml of ampicillin (2xTY-AMP-GLU) and grown to an 
O.D. of 0.8 with shaking. Five ml of this culture is used to innoculate 50 ml of 2xTY- 
AMP-GLU, 2 x 108 TU of delta gene 3 helper (Ml 3 delta gene III, see PCT publication 
WO 92/01047) are added and the culture incubated at 37°C for 45 minutes without 
shaking and then at 37°C for 45 minutes with shaking. The culture is centrifuged at 4000 
r.p.m. for 10 min. and the pellet resuspended in 2 liters of 2xTY containing 100 (ag/ml 
ampicillin and 50 ug/ml kanamycin and grown overnight. Phages are prepared as 
described in PCT publication WO 92/01047. 

[0455] Ml 3 delta gene III is prepared as follows: Ml 3 delta gene III helper phage 
does not encode gene III protein, hence the phage(mid) displaying antibody fragments 
have a greater avidity of binding to antigen. Infectious Ml 3 delta gene III particles are 
made by growing the helper phage in cells harboring a pUC19 derivative supplying the 
wild type gene III protein during phage morphogenesis. The culture is incubated for 1 
hour at 37° C without shaking and then for a further hour at 37°C with shaking. Cells are 
spun down (IEC-Centra 8,400 r.p.m. for 10 min), resuspended in 300 ml 2xTY broth 
containing 100 \ig ampicillin/ml and 25 \xg kanamycin/ml (2xTY-AMP-KAN) and grown 
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overnight, shaking at 37°C. Phage particles are purified and concentrated from the culture 
medium by two PEG-precipitations (Sambrook et al., 1990), resuspended in 2 ml PBS and 
passed through a 0.45 ^m filter (Minisart NML; Sartorius) to give a final concentration of 
approximately 1013 transducing units/ml (ampicillin-resistant clones). 

Panning of the Library 

[0456] Immunotubes (Nunc) are coated overnight in PBS with 4 ml of either 100 
|ig/ml or 10 M-g/ml of a polypeptide of the present invention. Tubes are blocked with 2% 
Marvel-PBS for 2 hours at 37°C and then washed 3 times in PBS. Approximately 1013 
TU of phage is applied to the tube and incubated for 30 minutes at room temperature 
tumbling on an over and under turntable and then left to stand for another 1.5 hours. 
Tubes are washed 10 times with PBS 0.1% Tween-20 and 10 times with PBS. Phage are 
eluted by adding 1 ml of 100 mM triethylamine and rotating 15 minutes on an under and 
over turntable after which the solution is immediately neutralized with 0.5 ml of 1.0M 
Tris-HCl, pH 7.4. Phages are then used to infect 10 ml of mid-log E. coli TGI by 
incubating eluted phage with bacteria for 30 minutes at 37°C. The E. coli are then plated 
on TYE plates containing 1% glucose and 100 |!g/ml ampicillin. The resulting bacterial 
library is then rescued with delta gene 3 helper phage as described above to prepare phage 
for a subsequent round of selection. This process is then repeated for a total of 4 rounds of 
affinity purification with tube-washing increased to 20 times with PBS, 0.1% Tween-20 
and 20 times with PBS for rounds 3 and 4. 

Characterization of Binders 

[0457] Eluted phage from the 3rd and 4th rounds of selection are used to infect E. coli 
HB 2151 and soluble scFv is produced (Marks, et al., 1991) from single colonies for assay. 
ELISAs are performed with microtitre plates coated with either 10 pg/ml of the 
polypeptide of the present invention in 50 mM bicarbonate pH 9.6. Clones positive in 
ELISA are further characterized by PCR fingerprinting (see, e.g., PCT publication WO 
92/01047) and then by sequencing. These ELISA positive clones may also be further 
characterized by techniques known in the art, such as, for example, epitope mapping, 
binding affinity, receptor signal transduction, ability to block or competitively inhibit 
antibody/antigen binding, and competitive agonistic or antagonistic activity. 
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[0458] The disclosure of all publications (including patents, patent applications, 
journal articles, laboratory manuals, books, or other documents) cited herein and the 
sequence listings are hereby incorporated by reference in their entireties. 
[0459] The present invention is not to be limited in scope by the specific embodiments 
described herein, which are intended as single illustrations of individual aspects of the 
invention. Functionally equivalent methods and components are within the scope of the 
invention, in addition to those shown and described herein and will become apparent to 
those skilled in the art from the foregoing description and accompanying drawings. Such 
modifications are intended to fall within the scope of the appended claims. 
[0460] The entire disclosure of each document cited (including patents, patent 
applications, journal articles, abstracts, laboratory manuals, books, or other disclosures) in 
the Background of the Invention, Detailed Description, and Examples is hereby 
incorporated herein by reference. Further, the hard copy of the sequence listing submitted 
herewith and the corresponding computer readable form are both incorporated herein by 
reference in their entireties. Moreover, the hard copy of and the corresponding computer 
readable form of the Sequence Listing of U.S. Provisional Application No. 60/151,933 is 
also incorporated herein by reference in its entirety. 
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